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This page gives you Search Results detail for the Application 10606302 and Search Result us-10- 
606-302a-10.rst. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



August 15, 2006, 10:05:07 ; Search time 9053.07 Seconds 

(without alignments) 
13094.897 Million cell updates/sec 



Title : US- 10-606 -302 A- 10 

Perfect score: 2120 

Sequence: 1 ggatcctcctgatcactgga 



accaagatgttccagctacc 2120 



Scoring table: I DENT IT Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



48236798 seqs , 27959665780 residues 



Total number of hits satisfying chosen parameters: 



96473596 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



* 
* 



EST: * 

1: gb_estl-* 

2 : gb_est3 

3 : gb_est4 

4 : gb_est5 

5: gb_est6 

6 : gb_htc : * 

7: gb_est2-* 

8: gb_est7 

9: gb_est8 

10 : gb_est 9 • * 

11: gb_gssl 

12: gb_gss2 

13: gb__gss3 

14: gb_gss4 



Pred. No. is the number of results predicted by chance to have a 
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score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



o . 


Score 


Match 


Length 


DB 


ID 


Description 


1 


i c x c f 

1565.6 


73 


. 8 


2 24 7 


6 


AK167 46 0 


AK167 46 0 MUS ITIUSCU 


2 


1564 


73 


. 8 


2 26 9 


6 


AK077 74 0 


AK0 77 74 0 MUS muSCU 


-> 
3 


754 . 2 


35 


. 6 


*7 f t\ 

76 0 


8 


CO 5 65 62 2 


C05 65 62 2 AGEN COURT 


4 


699.2 


33 


.0 


<7 r\ A 

79 0 


8 


CO 5 72 77 7 


COS 72 77 7 AG EN COURT 


5 


690.8 


32 


.6 


78 2 


8 


CO 574 051 


COS 74 051 AGENCOURT 


6 


679.8 


32 


.1 


ft yt 

794 


8 


C0567 76 9 


x"i c >^ « a* fx TV x"i n\| a"i j^\T f rri 

COS 67 76 9 AGENCOURT 


1 


f f A A 

664.4 


31 


.3 


1317 


1 0 


DV78 94 20 


DV78 9420 Hw_liver_ 


8 


634.8 


29 


.9 


o r\ o 

80 8 


8 


CO 573 27 8 


C05 73 27 8 AGENCOURT 


9 


63 2 


29 


.8 


88 6 


r— 

5 


CF551 08 3 


CF551083 AGENCOURT 


1 0 


631.2 


29 


.8 


73 8 


o 

8 


C0574 74 0 


CO5 74 74 0 AGENCOURT 


1 1 


x- ax ^ xx 

625.2 


29 


.5 


79 3 


2 


T~x O ^ a^ O /\ 

BI 217 68 0 


BI217680 602934527 


12 


597.8 


28 


.2 


84 0 


1 0 


DV81 37 43 


DV813743 LB01711.C 


•t x 

13 


596.4 


28 


.1 


74 4 


^x 

8 


X^tT T X *1 VI XX AX A 

CV114 224 


X^ T T ^ ^ it ^X X\ A X^ 'X. T AX XX T T 1"X 1 1 1 

CV114 224 AGENCOURT 


1 A 

14 


f— xx ax jl 

592.4 


27 


.9 


594 


8 


CO 556 96 8 


C05 5 6 96 8 AGENCOURT 


-t r™ 

15 


^— /-^ a ax 

580.2 


27 


.4 


a ft\ 

792 


8 


C0425 73 0 


V-l xx it XX f— r-f -X AN T t T* m jf tttta 

CO425730 UI-M-HU0- 


16 


i— r-i ax a*" 

579.6 


27 


.3 


867 


XX 

2 


T"\ IT ^X rX *X ^1 ^X 

BI218 34 2 


tx ~r *"x **i *x ji **i x" x\ xx xx <*x « xx *x 

BI218342 602937723 


17 


v« ^\ ax 

578.8 


27 


.3 


T l~ ft 

75 8 


xx 

9 


Y"X "V T ■X "X AX 

DN119 97 3 


TX\n -X AX AX f—f X — AX fX v( ^ KJI 

DN119973 1119949 M 


•x ^ 

1 8 


573.6 


27 


. 1 


ft ^T, ^X 

872 


4 


A*X *» « ^ AX AX ^ 

CA752 105 


CA7 5210 5 UI-M-FD0- 


19 


573.4 


27 


. 0 


73 5 


■x ^x 

1 0 


^x ^x ^x ^ ^x ^ 

DT88 9191 


TXm X\ XX ^ ^X i ^ jt ^ X" A\ AX mtf 

DT 889191 1466050 M 


2 0 


569.8 


26 


. 9 


797 


1 


AX XX ^1 AX 

AI097 875 


AI097875 ue40hl0.y 


2 1 


r** A™ X 

563 


26 


. 6 


67 0 


AX 

2 


*X ^X « AX AX Jt 

BI331204 


BI331204 602985159 


22 


54 9 . 8 


25 


.9 


xx x -i 

83 1 


AX 

8 


C056734 5 


COS 67 34 5 AGENCOURT 


23 


54 9 . 2 


25 


.9 


x^ ^ ^ 

618 


AX 

8 


X^4"fc T ^1 XX 4t X* Jl XX 

CN724 64 9 


Xi \T r*J XX VI X~ Jl n AX AX AX «X -Xk AX AX 

CN724649 E0883A09- 


/*X s\ 

24 


54 6 . 4 


25 


.8 


821 


3 


TX Jt it ^X X^ ^X ^X 

BP442 62 0 


IX VI A ^\ X— ' /\ TX t*i vi A *\ *X X\ 

BP442620 BP442620 


^x r~ 

25 


1 X fX M 

538.4 


25 


.4 


ft ft a*- 

88 6 


3 


^X S*\ f\ A X*" j* ~% 

BQ946437 


tx /x x\ a a x rr tv x> n\TOAT t t'x ryi 

BQ94 643 7 AGENCOURT 


2 6 


536.2 


25 


.3 


A j4 AX 

84 0 


XX 

9 


T 1 XX ^X ^ AX ^X 

DN 120 32 2 


DN120322 1120333 M 


2 7 


528.4 


24 


.9 


-i ft 

719 


AX 

2 


TX -X A A—" jk AX x% 

BI 146400 


tx ^ ji x- ji r\ n a^ xx *^ fx ^ xx x^ 

BI146400 602910767 


2 8 


526.4 


24 


.8 


95 1 


7 


t> in ^ *x »x a* /x ^x 

BF533 68 9 


BF533689 602074093 


2 9 


r** - ^X ft 

522 


24 


.6 


682 


4 


A"!TN ^X ^ A^ ^ 

CB 4 2 1 5 6 1 


xx ix jt *x *i r~ ^ i r» rx vi r* O ^ %m tv 

CB421561 594587 MA 


3 0 


^ 4 Jt 

521.4 


24 


.6 


f— • xx ft 

72 8 


2 


BI 145 73 1 


BI145731 602909885 


3 1 


519.6 


24 


.5 


n n an 

770 


^x 

2 


ix t" ^ jt xn ^ r~ xx 

BI 149 152 


tx -f" *n * a i r /x ^ /\ oi ft, «i ji ft «i x" 

BI149152 602914216 


3 2 


514 


24 


.2 


xx ax x~ 

826 


AX 

2 


T*fc TT ^ *X ■X A XX ^X 

BI731492 


BI731492 603354382 


x x 

3 3 


>t ax rx ax 

498.2 


23 


.5 


94 9 


4 


BX84 9 47 6 


BX849476 BX849476 


34 


497.4 


23 


.5 


962 


7 


BF233498 


BF233498 602024290 


35 


495 


23 


.3 


578 


8 


CO560193 


COS 60193 AGENCOURT 


36 


492 


23 


.2 


645 


9 


DN129329 


DN129329 1143472 M 


37 


491.2 


23 


.2 


746 


8 


CO570899 


CO5 70 89 9 AGENCOURT 


38 


487 . 6 


23 


.0 


74 0 


2 


BI145941 


BI145941 602911272 


39 


486 . 6 


23 


.0 


763 


4 


CB949170 


CB94 917 0 AGENCOURT 


40 


484 . 2 


22 


.8 


778 


2 


BI146017 


BI146017 602911373 


41 


481. 4 


22 


.7 


749 


10 


DV812815 


DV812815 LB0147 . CR 


42 


481. 2 


22 


.7 


1036 


7 


BF533289 


BF533289 602073744 


43 


475 . 4 


22 


.4 


956 


2 


BI328145 


BI328145 602985402 


44 


474 . 6 


22 


.4 


665 


3 


BQ109198 


BQ109198 imageqc_6 


45 


470. 6 


22 


.2 


726 


10 


DT723071 


DT723071 LB0142 . CR 



ALIGNMENTS 



RESULT 1 
AK167460 

LOCUS AK167460 2247 bp mRNA linear HTC 21-SEP-2005 
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SCORE Search Results Details for Application 
10606302 and Search Result us~10-606-302a 

lO.rnpbn. 



Score Home Retrieve A p plication SCORE System SCORE Comments / 

Page List Overview FAQ Sug g estions 

This page gives you Search Results detail for the Application 10606302 and Search Result us-10-6( 
302a-10.rnpbn. 

start 

Go Back to previoi 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 

OM nucleic - nucleic search, using sw model 

Run on: August 15, 2006, 14:38:19 ; Search time 393.828 Seconds 

(without alignments) 
8548.706 Million cell updates/sec 

Title : US- 10 -606 -3 02 A- 10 

Perfect score: 2120 

Sequence: 1 ggatcctcctgatcactgga accaagatgttccagctacc 2120 

Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 2200221 seqs, 794037843 residues 

Total number of hits satisfying chosen parameters: 44 00442 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Publ ished_Appl icat ions_NA_New : * 

1 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/US09_NEW_PUB .seq : * 

2 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/US06_NEW_PUB .seq : * 

3 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/ US 07 _NEW_PUB . seq : * 

4 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/ US 08_NEW_PUB . seq : * 

5 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/ PCT_NEW_PUB. seq: * 

6 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/US10_NEW_PUB . seq : * 

7 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/ US 11_NEW_PUB . seq : * 

8 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/ US 11_NEW_PUB . seql : * 

9 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/ US 11_NEW_PUB . seq2 : * 

10 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US60_NEW_PUB. seq:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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% 

Result Query 





NO . 


Score 


Match 


Lengt n 


DB 


ID 








Description 




1 


470 


. 4 


22 


.2 


c c o 

66 8 


6 


TIC? 

US 


1 ft 

-10 


-488 


^" 1 ft ft ft o c 

-619 -208 5 


Sequence 


2085, Ap 




z 


466 


. 8 


22 


. 0 


C 1 A 

bl 0 


6 


tto 


T A 

-10 


-4 o o 


^ T ft ft ft O ft 

-619 - 208 / 


Sequence 


2087, Ap 


c 


ft 

3 


365 


. 4 


17 


.2 


ft Q 1 

791 


6 


TTft 

US 


1 ft 

-10 


-4 88 


r 1 A ft ft ft /T 

-619 -208 6 


Sequence 


2086, Ap 


c 


A 

4 


346 


16 


.3 


ft "5 "5 

73 3 


6 


T TO 

US 


1 ft 

-10 


A O O 

-488 


/»" T ft ft ft ft /I 

-619 -208 4 


Sequence 


2084, Ap 




b 




Q 
. O 


4 


.3 


215 2 


6 


TTO 
US 


1 A 

-10 


-44 9 


OAT OftOCC 

- 902 - 272 55 


Sequence 


27255, A 




6 


84 


. 4 


4 


.0 


ft /i ft A 

2 4 2 0 


ft 
9 


T TO 

US 


-11 


ft 1 o 

-218 


ftAC 1 ft /" ft ft 

-305 - 196 29 


Sequence 


19629, A 




7 


77 


. 4 


3 


.7 


15 81 


8 


T TO 
US 


-11 


ft i ft 
-21/ 


C ft Q T Q A /T 

-52 9 - 190 6 


Sequence 


1906, Ap 




o 
8 


73 


. 8 


3 


. 5 


1 C O 1 

1581 


8 


TTO 
US 


-11 


ft i ft 
-21 / 


CftO TT O TO 

-529 - / fo 1 J 


Sequence 


77873, A 




9 


45 


. 4 


2 


. 1 


1561 


6 


TTO 
US 


1 A 

-10 


-44 9 


ft ft ft tC 1 IT /T 

-902 -6166 


Sequence 


616 6, Ap 




1 0 


45 


. 4 


2 


. 1 


1/4 0 


6 


TTO 
US 


1 A 

-10 


-44 9 


O A O /T 1 T A 

-902 -613 U 


Sequence 


6130, Ap 


c 


1 1 


44 


. 6 


2 


.1 


ft ft >i i 
2/4 1 


ft 

9 


TTO 
US 


-11 


ft i q 
- 2 1 o 


- 3 Uo - 226 3 U 


Sequence 


22630, A 


c 


1 2 


42 


. 6 


2 


.0 


1 ft ft vt 

123 4 


6 


TTO 
US 


1 A 

-10 


A A Q 

-44 9 


ft ft ft /T A A *7 

-902 - 600 / 


Sequence 


6007, Ap 




1 ft. 
1 3 


42 


. 6 


2 


.0 


ft A C Q 

2 05 9 


6 


TTO 

US 


1 A 

-10 


-44 9 


ft A ft O C 1 o 

- 902 - obi o 


Sequence 


8518, Ap 




14 


42 


. 2 


2 


.0 


ft i ft ft 
212 0 


8 


TTO 

US 


-11 


ft £T 

-266 


/I ft TV ftA/lftO 

-748 A- 704 /o 


Sequence 


70478, A 




1 5 


42 


. 2 


2 


.0 


ft 1 ft ft 
212 0 


8 


TTft 

US 


-11 


"ICC 

-zoo 


n/l O iv 1 ft /T ft O O 

- 74 8 A- 106 03 9 


Sequence 


106039, 


c 


1 6 


42 


. 2 


2 


.0 


ft i ft ft 
2 12 0 


o 
8 


T TC 

US 


-11 


-266 


ft/lOA IftftftOQ 

-74oA-1232o9 


Sequence 


123289, 




1 7 


41 


. 8 


2 


.0 


T 1 ft 

1 17 6 


8 


T TC 

US 


-11 


ft i ft 
-217 


fTftO ft T ft ft ft 

-529 - 810 02 


Sequence 


81002, A 


c 


1 8 


41 


. 2 


1 


.9 


ft ■*! ft "5 

213 3 


9 


T TC 

US 


-11 


ft VI O 

-348 


A 1 ft i r A c 

-413 -1505 


Sequence 


1505, Ap 




19 


41 


1 


.9 


1 ft ft A 

133 4 


6 


TTC 

US 


-10 


A A ft 

-44 9 


ftftft ft i /i ftr- 
-902 -214 05 


Sequence 


21405, A 




ft r\ 

2 0 


39 


. 8 


1 


.9 


s~ r~ f~> 

65 7 


8 


TTO 

US 


-11 


-266 


ftVI07\ -1 ft ft C ft 

- 74 8 A- 163 2 5 2 


Sequence 


163252, 


c 


2 1 


39 


. 6 


1 


.9 


78 7 


8 


Tin 

US 


"1 1 

-11 


ft ^" V 

-zoo 


-748 A- 175 93 3 


Sequence 


175933 , 




2 2 


39 


. 6 


1 


.9 


i ^ ft ft 
167 2 


6 


T Tft 

US 


T ft 

-10 


A A ft 

-449 


ftftft -irroio 

-902 - 159 18 


Sequence 


15918, A 




2 3 


39 


. 2 


1 


.8 


165 8 


9 


T T ft 

US 


-11 


-174 


ftftftT^ ftftftft 

-3 07B-3883 


Sequence 


38 83, Ap 




24 


39 


1 


.8 


2 08 7 


6 


T T ft 

US 


T ft 

-10 


-449 


ftftft <~\ /~ T~ O 

-902 - 965 8 


Sequence 


9658, Ap 




2 5 


38 


. 8 


1 


.8 


74 1 


6 


TTO 

US 


-10 


-374 


-780 A- 100 7 


Sequence 


1007, Ap 


- 


2 6 


38 


. 8 


1 


.8 


4 45 3 


9 


US 


-11 


-218 


ftfttr -tor™ 1 

-305 - 175 61 


Sequence 


17561, A 




2 7 


38 


. 4 


1 


.8 


93 6 


8 


US 


-11 


-266 


ftVIOTV f A^ Ol 

-748 A- 606 91 


Sequence 


60691, A 




28 


38 


. 4 


1 


.8 


100 0 


8 


US 


-11 


-266 


ftVIOTV ftftftftftT 

- 748 A- 290 00 1 


Sequence 


290001, 


c 


2 3 


38 


. 4 


1 


.8 


1 ft ft ft 

100 0 


8 


US 


-11 


-266 


ft/l07V ft/11 /IftA 

-748 A-34143 0 


Sequence 


341430, 




— V /ft. 

3 0 


38 


. 4 


1 


.8 


1307 


<-* 
8 


TTft 

US 


-11 


ft /■ /" 
-zoo 


ft/ift7v ftrroft/"i 

-748A-258261 


Sequence 


258261, 


c 


3 1 


38 


. 4 


1 


.8 


1 ft ft ft 

13 0 7 


8 


TTft 

US 


-11 


ft 

-266 


- /4 8 A- 318 / / 8 


Sequence 


318778, 


c 


3 2 


38 


. 4 


1 


.8 


ft A T ft 

2 412 


8 


TTft 

US 


-11 


ft /*■ ^" 

-266 


-748A-258884 


Sequence 


258884 , 




~s **** 

3 3 


38 


. 4 


1 


.8 


2 412 


ft 
8 


TTft 

US 


-11 


ft /■ 
-266 


ft/l07V ft T ft VI ft 1 

- 74 8 A- 3 19 4 0 1 


Sequence 


319401, 




34 


38 


. 4 


1 


.8 


ft yi ft ft 

2 42 7 


9 


TTft 

US 


-11 


ft O /l 

-384 


ftftft ft 
-733 -2 


Sequence 


2, Appli 


c 


3 5 


38 


. 4 


1 


.8 


C ft ft o 

5 33 8 


o 
O 


TTO 

US 


-11 


-266 


- /4 8 A- 2 98 /9 


Sequence 


29879, A 


c 


3 6 


38 


. 2 


1 


.8 


ft 1 C VI 

215 4 


ft 

9 


TTft 

US 


-11 


ft T O 

-218 


ftftir ftftyiftft 

-305 -234 30 


Sequence 


23430, A 




37 


38 


1 


.8 


i r~ ft ft 

1529 


ft 

9 


TTft 

US 


-11 


ft i o 
-218 


ftftc i/inftft 

-3 05 - 148 20 


Sequence 


14820, A 




38 


37 


. 8 


1 


.8 


1381 


9 


US 


-11 


-056 


-3 55 B - 123 3 5 


Sequence 


12335, A 




39 


37 


. 8 


1 


.8 


1452 


9 


US 


-11 


-218 


-305 -164 6 


Sequence 


1646, Ap 




40 


37 


. 6 


1 


.8 


913 


8 


us 


-11 


-266 


-748A-161902 


Sequence 


161902 , 




41 


37 


. 6 


1 


.8 


8404 


8 


US 


-11 


-266 


-748A-28705 


Sequence 


28705, A 




42 


37 


. 6 


1 


.8 


8833 


6 


US 


-10 


-505 


-928 -785 


Sequence 


7 85, App 




43 


37 


. 6 


1 


.8 


8833 


8 


US 


-11 


-266 


-748A-29245 


Sequence 


29245, A 




44 


37 


. 6 


1 


.8 


8833 


8 


us 


-11 


-266 


-748A-31810 


Sequence 


31810, A 




45 


37 


. 6 


1 


.8 


8833 


8 


us 


-11 


-266 


-748A-56209 


Sequence 


56209, A 



ALIGNMENTS 



RESULT 1 

US-10-488-619-2085 

; Sequence 2085, Application US/10488619 
; Publication No. US20060099578A1 
; GENERAL INFORMATION: 

APPLICANT: Greenlee, Winner and Sullivan, P.C. 
; TITLE OF INVENTION: Human Mitochondrial DNA Polymorphisms, Haplogroups, Association 
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SCORE Search Results Details for Application IOC 
and Search Result us-10-606-302a-10.rnpbi 



Score Home Page Retrieve A p plication List SCORE System Overview SCORE FAQ Comments / Su gg 

This page gives you Search Results detail for the Application 10606302 and Search Result us-10-6( 
lO.rnpbm. 

start 

Go Back tc 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



August 15, 2006, 13:10:24 ; Search time 2658.71 Seconds 

(without alignments) 
9797.893 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 



US-10-606 -302A-10 
2120 

1 ggatcctcctgatcactgga 



accaagatgttccagctacc 2120 



Scoring table: IDENTITYJSTUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



18892170 seqs, 6143817638 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



37784340 



Database : 



Publ ished_Appl icat ion 

1 : /EMC_Celerra_SIDS3 

2 : /EMC_Celerra_SIDS3 

3 : /EMC_Celerra_SIDS3 

4 : /EMC_Celerra_SIDS3 

5 : /EMC_Celerra_SIDS3 

6 : /EMC_Celerra_SIDS3 

7 : /EMC_Celerra_SIDS3 

8 : /EMC_Celerra_SIDS3 

9 : /EMC_Celerra_SIDS3 

1 0 : /EMC_Cel er ra_S IDS 

1 1 : /EMC_Cel er rajS IDS 

12 : /EMC_Celerra_SIDS 

13 : /EMC_Celerra_SIDS 

14 : /EMC_Celerra_SIDS 

15 : /EMC_Celerra_SIDS 

16: /EMC Celerra SIDS 



s_NA_Main: 
/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
3/ptodata/ 
3/ptodata/ 
3/ptodata/ 
3/ptodata/ 
3/ptodata/ 
3/ptodata/ 
3/ptodata/ 



/pubpna/US07_PUBCOMB . s 
/pubpna/US08_PUBCOMB . s 
/pubpna/ US 0 9 A_PUBCOMB . 
/pubpna/US09B_PUBCOMB. 
/pubpna/US09C_PUBCOMB. 
/pubpna/ US 1 0 A_PUBCOMB . 
/pubpna/US10B_PUBCOMB. 
/pubpna/US10C_PUBCOMB . 
/pubpna/US10D_PUBCOMB . 
2 /pubpna /US 10EJPUB COMB 
2/pubpna/US10F_PUBCOMB 
2 / pubpna /US 1 0G_PUB COMB 
2 / pubpna /US 1 1A_PUB COMB 
2 /pubpna /US 1 1B_PUB COMB 
2 /pubpna /US 11C_PUB COMB 
2/pubpna/USllD_PUBCOMB 



eq:* 
eq : * 
seq: * 
seq : * 
seq: * 
seq: * 
seq: * 
seq: * 
seq: * 
seq: * 
seq: * 
seq: * 
seq: * 
seq: * 
seq: * 
seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
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and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



O . 




Match 


Li en 9^ c n 




ID 


T^ ft ft /-i >~ -i y> 4" "l 

Ucscripcion 


t 
1 


z lz u 


100 


.0 


O 1 O A 

z lz U 


y 


tic i a cr\c ir\rs t n 
Uo-lU -bub -JUU -1U 


bequence iu, Appi 


o 

Z 


Z 1Z u 


100 


.0 


o i o a 
z lz U 


1 A 

1 u 


T7C 1A CflC •Jrt'l . 1 ft 

Ub _ lU -bUb - jUZ - 1U 


becjuence iu, Appi 


O 
J 


1 1 O "3 


62 


.4 


1 JZ j 


-a 
3 




bequence 16 94, Ap 


A 

4 




27 


. 9 


boo 


Q 

o 


TTC 1A /1A^ /( Cft 1 ftf 

Uo-lU~4U4 -4bU -lUb 


bequence iub, ^pp 


c 

b 


•JO/1 
J Z ft 


15 


.3 


J O 4 


.3 


TTC AO On QAAA fCQ 


bequence boy, App 


b 


Z u o . b 


9 


.6 


O/l o 
Z4 Z 


■7 
6 


TTC ftQ Q £ A *i K O 1 OT/ft 

Uo-uy - ybu ~ jdz 1 z / ft u 


C ^ /^n l ft -ft ft ft lOO/lA A 

bequence iz/4U/ a 


/ 


lb y 


8 


.0 


OAT 
Z U 1 


-3 


TTC AG Q C A A A Q A Olft? 

Uo -Uy -ob4 -4Uo A- Z J U / 


bequence zju/, Ap 


Q 

O 


lb 4 . b 


7 


.8 


1 T 1 O 
1 J 1 / 


1 


TTC T A *7d 0 1 Q C 

Ub - 1 U -lbo - / bl -Zoyb 


bequence z 3 y b , Ap 


9 


1 C A C 

lb4 . b 


7 


.8 


O A O C ^ A O 

9 02 56 08 


7 


TTC? 1 A T CC 1 C 1 1 

US-10-lbb - /bl-1 


bequence l, Appn 


t a 

1 0 


T O A /I 

lz 0 . 4 


5 


.7 


T O O /I 

128 4 


3 


TTC AO OO/I O A A TA£T 

US -09-894 - 844 -10b 


bequence 106, App 


1 1 


"I O A /! 
IZ U . 4 


5 


.7 


1 z o 4 


0 
0 


TTC T A TOO QAO 1 

Ub -1U - Job - yUz - lUb 


bequence iub, App 


1 O 

1 Z 


t o a /i 
lz U . 4 


5 


.7 


1 O O A 

1 z o 4 


0 
0 


TTC TA C A1 AOO 1AC 

Ub -1U -b4 / -Uoy -lUb 


bequence iub , App 


t i 
1 i 


i o a * 
lz 0 . 4 


5 


.7 


T O O A 

1 zo 4 


1 6 


TTC? IT T/1"J /I fll TAC 

Ub-11 -14J -4U1 -lUb 


bequence 106, App 


14 


T T O 

118 


5 


.6 


24 8 


8 


r T ft 1ft /i ft OAT T T 1 O 

US -10 - 430 - 201 -3718 


Sequence 3718, Ap 


1 5 


"1 T o 

118 


5 


.6 


24 8 


ft 
8 


f Tfl -l ft i t ft OAT OOTO 

US -10 -430 -201 -371 9 


Sequence 3719, Ap 


1 6 


i t i 
111 


5 


.2 


TOO 

12 8 


7 


TTC TA OOO OTJ/l TOT 

US -10-388 -934 -131 


Sequence 131, App 


1 7 


TIT 
111 


5 


.2 


1 ft o 

12 8 


1 6 


TTC IT OO/I C CI ITT 

US-11 -zz4 -663 -131 


bequence 131, App 


1 8 


111 
11 1 


5 


.2 


TOO 

12 8 


1 6 


TTC TT OO/l COC TTT 

US-11 -224 -525-131 


Sequence 131, App 


T O 

1 9 


9 o 


4 


.6 


T A A A 
100 0 


1 A 
1 0 


TTC 1A OCA TQC A 1 O. A 1 

Ub-10- /bU-lob-41J41 


bequence 41.341, a 


2 0 


ft o 

9 8 


4 


. 6 


T AAA 

100 0 


T A 

1 0 


TTC TA OCA ^OT ^TO^T 

US-10 -750 -6z3 -41341 


bequence 41341, a 


2 1 


94.4 


4 


.5 


ft ft ""I A 

2 03 4 


6 


Tin TO OTX ft ft TO 

US -10-234 -026 -12 


Sequence 12, Appi 


o o 

2 2 


ft n A 

94 . 4 


4 


.5 


O A £T /I 

z 06 4 


9 


TTC TA CC\C TAA /I 

Ub -10 - 6U6 - 30U - 4 


bequence 4, Appii 


O 

2 3 


94.4 


4 


.5 


2 06 4 


T A 

1 0 


TTC TA f~ f\ C "5 ft ft /i 

US-10 -606 -302 -4 


bequence 4, Appii 


2 4 


92.4 


4 


.4 


ft T /i ft 

214 2 


8 


TTC TA /l"30 C\ f ~i T^"AOT 

US -10-437 -963 -16021 


sequence I6021, a 


2 5 


84.4 


4 


.0 


""> O /* O 

3 06 9 


9 


TTC TA /IOC TTC ^" ft o T A 

US -10-425 -115 - 63810 


sequence 6 3 8 10 , a 


O /"" 

2 6 


O O O 

7 8.2 


3 


.7 


T O "5 T 

183 3 


9 


TTC T A C A C "5 ft ft r\ 

US -10 - 606 - 300 - z 


bequence z, Appii 


2 7 


r-l ft ft 

78.2 


3 


.7 


TOOT 

183 3 


T A 

1 0 


TTC TA /TA/T "3AO O 

Ub-10 -606 -30z - z 


bequence z , Appii 


o o 

2 8 


ft ft jt 

7 7.4 


3 


.7 


n COT 

1581 


T T 
1 1 


TTC TA 0"50 TOOA T O A /T 

US-10 - 932 -182A-1906 


bequence iyo6, Ap 


o o 
2 9 


f~l ft o 

7 3.8 


3 


.5 


T C O T 

1581 


a 

9 


TTC T A rnr "} ft a 

Ub -10 - 606 - 300 - 6 


bequence 6, Appii 


*i a 

3 0 


O "5 O 

7 3.8 


3 


. 5 


T C O T 

1581 


T A 
1 0 


TTC TA C f\ C "3AO C 

Ub-10 -606 -30z -6 


bequence 6, Appii 


3 1 


r-I ~) ft 

7 3.8 


3 


.5 


T IT O T 

1581 


1 1 


TTC TA O.TO T007V OOOOO 

Ub- 10 - 932 - 182 A- 7 78 IS 


bequence //o/j, a 


3 2 


7 3.8 


3 


. 5 


OTTO 

213 8 


ft 

9 


TTC TO f A /" ">OA O 

US -10-606-300-8 


Sequence 8, Appii 


3 3 


7 3.8 


3 


.5 


ft 1 -\ ft 

213 8 


T A 

1 0 


TTC 1 ft f~ r\ /" ft ft ft 

US-10 -606-302-8 


sequence 8, Appii 


3 4 


73 


3 


.4 


T ft /*" 

106 6 


ft 

8 


f rn TO >io>i r*oo OVIOO/" 

US -10-424 -599-24226 


Sequence 24226, A 


3 5 


64 . 4 


3 


.0 


40 9 


12 


US-10 -301-480-273360 


Sequence 273360, 


36 


64 .4 


3 


.0 


409 


12 


US-10 -301-480-886 76 9 


Sequence 886769, 


37 


64.4 


3 


.0 


420 


4 


US -09 -925 -065 A- 182 83 4 


Sequence 182834, 


38 


64 . 4 


3 


.0 


420 


5 


US -09 -925 -065A-182 83 4 


Sequence 182834, 


39 


61.8 


2 


. 9 


321 


3 


US-09-770 -517C-7 


Sequence 1, Appii 


40 


61.8 


2 


.9 


321 


8 


US-10-750-026-7 


Sequence 7, Appii 


41 


55.4 


2 


. 6 


696 


8 


US-10-767-701-2324 


Sequence 2324, Ap 


42 


54 . 2 


2 


.6 


1266 


7 


US-10-156-761-2078 


Sequence 2078, Ap 


43 


52 . 2 


2 


.5 


54 5 


6 


US-10-027 -632 -522 9 


Sequence 5229, Ap 


44 


52 . 2 


2 


.5 


545 


7 


US-10-027 -632 -522 9 


Sequence 5229, Ap 


45 


51.4 


2 


.4 


532 


6 


US-10-027 -632 -574 56 


Sequence 57456, A 



ALIGNMENTS 



RESULT 1 

US-10-606-300-10 

; Sequence 10, Application US/10606300 
; Publication No. US2 005001 9879A1 
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SCORE Search Results Details for Application 
10606302 and Search Result us-10-606-302a 

lO.rni. 



Score Home 
Page 



Retrieve Application 
List 



SCORE System 
Overview - 



SCORE 
FAQ 



Comments / 
Sugg estions 



This page gives you Search Results detail for the Application 10606302 and Search Result us-10-6( 
302a-10.rni. 



start 



Go Back to previous p 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



August 15, 2006, 11:29:45 ; Search time 277.821 Seconds 

(without alignments) 
14278.103 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 



US-10-606 -302A-10 
2120 

1 ggatcctcctgatcactgga 



accaagatgttccagctacc 2120 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched : 



1403666 seqs, 935554401 residues 



Total number of hits satisfying chosen parameters 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 



2807332 



Database : 



Issued_Patents_NA: * 

1 : /EMC_Celerra_SIDS3 

2 : /EMC_Celerra_SIDS3 

3 : /EMC_Celerra_SIDS3 
4 : /EMC_Celerra_SIDS3 
5 : /EMC_Celerra_SIDS3 
6 : /EMC_Celerra_SIDS3 
7 : /EMC_Celerra_SIDS3 
8 : /EMC_Celerra_SIDS3 
9 : /EMC_Celerra_SIDS3 
10 : /EMC__Celerra_SIDS 



/ptodata/2/ina/l_COMB. seq: * 
/ptodata/2/ina/5_COMB. seq: * 
/ptodata/2/ina/6A_COMB .seq : * 
/ptodata/2/ina/6B_COMB .seq : * 
/ptodata/2/ina/7_C0MB. seq: * 
/ptodata/2/ina/H_C0MB. seq: * 
/ptodata/2/ina/PCTUS_COMB. seq: * 
/ptodata/2 /ina/PP_COMB . seq : * 
/ptodata/2/ina/RE_COMB .seq: * 
3/ptodata/2/ina/backf ilesl . seq : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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% 

Result Query 

No. Score Match Length DB ID Description 



1 


Z lz 0 


100 


. 0 


212 0 


3 


US 


-09 


-630 


-983A-10 


sequence 


1 f\ A nw« 1 

10 , Appl 


z 


lz 0 . 4 




. 1 


12 8 4 


J 


US 


-09 


-894 


-844 -106 


sequence 


106 , App 


3 


"1 1 A /I 

Iz 0 . 4 


b 


. 1 


193 2 


3 


US 


-09 


-252 


-991A-7271 


sequence 


1 Z fl , Ap 


4 


12 0.4 


5 


. 1 


4 403765 


3 


US-09-103-840A-2 


Sequence 


2 , App 1 1 


5 


12 0.4 


5 


. 7 


4 4115 29 


3 


US-09-103-840A-1 


Sequence 


1 , App 1 1 


6 


101.8 


4 


. 8 


1392 


3 


TTC 


A Q 


OCT 


OOI 7V 1 A1 A 

- y y _l a - /^j u 


Sequence 


74 30, Ap 


1 


94 . 4 


4 


. 5 


2 03 4 


3 


TTC 


f\ Q 


-1Z3 


/CQ 1 1 O 
_ 4bo A- J.Z 


Sequence 


12 , Appl 


8 


94.4 


A 

4 


. 5 


2 064 


3 


TTO 


n q 


- DO 0 


- y o3 a- ^ 


Sequence 


4 , App 1 l 


9 


7 8.2 


3 


. 7 


183 3 


3 


TTO 

Ub 


f\ Q 


an 
-bJU 


- y o3 a- z 


Sequence 


TV 1 J 

2 , App 1 1 


1 0 


73 . 8 


— \ 

3 


. 5 


1581 


3 


TTC 

Ub 


A Q 


con 
- bJ 0 


- y o3 A- b 


Sequence 


/- T\ ____ T • 

6, Appll 


1 1 


73.8 


3 


. 5 


213 8 


3 


TTC 
Ub 


n q 

- u y 


- b J 0 


- yo3 a- o 


Sequence 


8 , App 1 l 


12 


61.8 


2 


. 9 


321 


3 


TTC 

Ub 


- u y 


*7 H A 

- / /O 


- bl / L - / 


Sequence 


7 , App 1 i 


13 


61.8 


2 


. 9 


321 


3 


TTO 
Ub 


-10 


Ten 
- /bO 


mc *7 
-Ozo - / 


Sequence 


7 , Appl l 


14 


6 0.2 


2 


. 8 


7 218 


2 


TTC 

Ub 


A Q 


- Z3Z 


A CI 1/1 

-4 63 - 14 


Sequence 


"1/1 TV T 

1 4 , App 1 


15 


-v >• 

51.4 


2 


. 4 


118 5 


3 


TTC 

Ub 


A Q 

- u y 


O /I Q 

- o 


- /y b A- 3 lb b 


Sequence 


316 6, Ap 


16 


4 5 


2 


. 1 


108 9 


3 


TTC 
Ub 


A Q 

- u y 


o c o 


QQ1 A 1*31*3 

- y y i a- 13 i 3 


Sequence 


13 13 , Ap 


17 


4 5 


2 


. 1 


3 981 


3 


TTO 

Ub 


A Q 

- u y 


o c o 


QQ17V 1 1 C 1 

-yyiA-i3bi 


Sequence 


1 "1 ^ "1 TV _i 

13 61, Ap 


18 


4 5 


2 


. 1 


417 9 


3 


TTO 
Ub 


A Q 

- u y 


1 c o 
-ZdZ 


OOI TV IO/1/l 

- yy i a- iz4 *± 


Sequence 


12 44, Ap 


19 


4 3.8 


2 


. 1 


2 03 7 


3 


TTC 

Ub 


-09 


o n o 

- y Oz 


-b40 - 6164 


Sequence 


616 4, Ap 


2 0 


43.8 


2 


. 1 


2 03 9 


3 


TTC 

Ub 


A Q 

- u y 


- y o^ 


C A A *3 A /I 

- b4 0 - 3 04 


Sequence 


3 04 , App 


2 1 


43.2 


2 


. 0 


3 12 0 


3 


TTC 

Ub 


- u y 


-4z3 


/I C Q A 1/1 

-4bo A- 14 


Sequence 


^ A TV -w-» T 

14 , Appl 


22 


4 2.2 


2 


. 0 


3 77 6 


3 


TTO 

Ub 


A O 

- u y 


Q A A 

- y o o 


I "3 *7 *3 

- Z 3 / - 3 


Sequence 


3 , Appl 1 


23 


41.4 


2 


. 0 


4 18 7 


4 


T TO 

Ub 


- o y 


D Q A 
- O O 0 


1 A 1 1 en Q 

-io/-iboy 


Sequence 


1 ^" Q TV 

1609, Ap 


24 


4 1 


1 


. 9 


1419 


3 


TTO 

us 


-09 


-z 66 


QCC CI 

- y bb - bl 


Sequence 


6 1 , App 1 


25 


4 1 


1 


. 9 


149 9 


3 


TTO 

Ub 


A Q 

- u y 


Q A O 

- y o z 


-b40 - byz o 


Sequence 


6 928, Ap 


26 


4 1 


1 


. 9 


3 46 5 


3 


TTO 

Ufa 


- u y 


- y Oz 


r/l A roc 

-b40 -byb 


Sequence 


5 96, App 


27 


4 1 


1 


. 9 


53 50 0 


3 


TTO 

Ub 


A Q 

- u y 


o c c 
-z6o 


qcc id 
- y bb - / b 


Sequence 


1 C TV yxys T 

76, Appl 


28 


4 0.6 


<* 

1 


. 9 


1566 


-> 

3 


TTC 

Ub 


- u y 


OCT 

-zbz 


QQ1 A 1 C A o 

- y y i a- ib4 o 


Sequence 


T C /l O TV •« 

15 4 8, Ap 


29 


4 0.6 


1 


. 9 


1611 


3 


T TO 

Ub 


-09 


-zbz 


O Q 1 A 1 C C Q 

- yy 1 A- lbb 9 


Sequence 


15 69, Ap 


3 0 


4 0.6 


1 


. 9 


2 08 8 


3 


T TO 

Ub 


-09 


1 c o 

-zbz 


QQ1A 1/1C*3 

- y y i a- 14 b 3 


Sequence 


T /I C T> TV vt 

14 53 , Ap 


3 1 


4 0.6 


1 


. 9 


3 56 8 


— * 

3 


US 


-10 


-160 


-719 A- 1 


Sequence 


1 , App 1 i 


32 


4 0.6 


1 


. 9 


3 568 


3 


us 


-10 


-209 


-059 -41 


Sequence 


yl 4 TV 1 

4 1 , App 1 


33 


3 9.6 


1 


. 9 


1314 


3 


us 


-09 


-252 


-991A-16243 


Sequence 


1 ^ 1 A *5 TV 

16 24 3, A 


34 


39.6 


1 


. 9 


1500 


3 


us 


-09 


-252 


-991A-16352 


Sequence 


16352 , A 


3 5 


3 9.6 


1 


. 9 


1584 


3 


us 


-09 


-252 


-991A-16239 


Sequence 


16 23 9, A 


36 


39 


1 


.8 


1602 


3 


us 


-09 


-124 


-541 -10 


Sequence 


10, Appl 


37 


39 


1 


.8 


1602 


3 


us 


-09 


-663 


-326 -10 


Sequence 


10, Appl 


38 


38.8 


1 


.8 


505 


3 


us 


-09 


-621 


-976-15639 


Sequence 


15639, A 


39 


38.4 


1 


.8 


1026 


3 


us 


-09 


-902 


-540 -3767 


Sequence 


3 767, Ap 


40 


38.4 


1 


.8 


1185 


3 


us 


-09 


-023 


-339 -3 


Sequence 


3 , Appl i 


41 


38.4 


1 


.8 


1185 


4 


us 


-10 


-077 


-381-14 


Sequence 


14, Appl 


42 


38.4 


1 


.8 


1260 


3 


us 


-09 


-023 


-173 -5 


Sequence 


5 , Appl i 


43 


38.4 


1 


.8 


1308 


3 


us 


-09 


-023 


-173 -10 


Sequence 


10, Appl 


44 


38.4 


1 


.8 


1308 


3 


us 


-09 


-023 


-339 -6 


Sequence 


6 , Appl i 


45 


38.4 


1 


.8 


1664 


3 


us 


-09 


-438 


-917-5 


Sequence 


5 , Appl i 



ALIGNMENTS 



RESULT 1 

US-09-630-983A-10 

; Sequence 10, Application US/09630983A 
; Patent No. 6630330 
; GENERAL INFORMATION: 

APPLICANT: Porro, Danilo 
; APPLICANT: Sauer, Michael 
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SCORE Search Results Details for Application 
10606302 and Search Result us-10-606-302a- 
lO.rng, 

S core Hom e Retrieve A p plication SCORE System SCORE Comments / 

Page List Overview FAQ Sugg estions 

This page gives you Search Results detail for the Application 10606302 and Search Result us-10- 
606-302a-10.rng. 

start 

Go Back to previous p age 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on 



August 15, 2006, 09:24:26 ; Search time 1194.93 Seconds 

(without alignments) 
12369.931 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 



US-10-606 -302A-10 
2120 

1 ggatcctcctgatcactgga 



accaagatgttccagctacc 2120 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched : 



5244920 seqs, 3486124231 residues 



Total number of hits satisfying chosen parameters 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



10489840 



Post -processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database : 



N Genese 



1 
2 
3 
4 
5 
6 
7 
8 
9 
10 
11 
12 
13 
14 
15 



genes 
genes 
genes 
genes 
genes 
genes 
genes 
genes 
genes 
gene 
gene 
gene 
gene 
gene 
gene 



q_8 : * 
eqnl98 
eqnl99 
eqn2 00 
eqn2 00 
eqn2 00 
eqn2 00 
eqn2 00 
eqn2 00 
eqn2 00 
seqn20 
seqn20 
seqn20 
seqn20 
seqn20 
seqn20 



0s : * 
OS : * 
OS : * 
las : * 
lbs: 
2as : 
2bs: 
3as : 
3bs : 
03cs 
03ds 
04as 
04bs 
05S: * 
06S: * 



* 
* 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 





NO . 


Score 


Match 


Length 


DB 


ID 




1 


ft T ft ft 

212 0 


100 


.0 


212 0 


1 


1\ IV XT ft ft A A ft 

AAN92 44 0 




2 


ft 1 ft ft 

212 0 


100 


.0 


*■> i *■> ft 
2 12 0 


/- 
o 


ivn wi ft i ft/i 

ABK10 12 4 




3 


1 "5 ft "5 

1323 


62 


.4 


1323 


6 


ABK63 78 7 




4 


"1 ft ft 

13 2 3 


62 


.4 


1 ft ft 

13 2 3 


i ft 
1 0 


A r»I5 C O A ft /I 

ADB5 84 24 




5 


T "*J ft ft 

1323 


62 


.4 


T ^ ft ^ 

132 3 


T ft 

1 0 


ADB5 3 0 07 




6 


i "i ft ft 

1323 


62 


.4 


i -r ft ft 

132 3 


13 


ADT7 14 11 




7 


1319.8 


62 


.3 


132 3 


2 


7VAT»O r 7 A ft C 

AAT87 00 5 




8 


(— O ft 

592 


27 


. 9 


/TOO 

68 8 


6 


71DTAO ftft C 




3 


C ft ft 

592 


27 


. 9 


/TOO 

68 o 


1 ft 
1 0 


TV T-\/~« "5 ftft ft ^ 

ADG3 09 2b 




1 0 


C ft ft 

592 


27 


.9 


68 8 


12 


ADG4 5513 




1 1 


r ft ft 

592 


27 


.9 


c o o 

68 8 


1 3 


TV t>i-> ft T T ^ ft 

ADK9 1163 




12 


470.4 


22 


.2 


66 8 


1 0 


TV T"\T"» ft /I ft ft *7 

ADD3 4 3 07 




13 


466.8 


22 


.0 


r* i ft 

510 


1 0 


TV TftTft ft /I ft ft ft 

ADD3 43 09 


c 


14 


365.4 


17 


.2 


791 


10 


TV TftTft ft A ft ft O 

ADD3 43 08 


c 


15 


34 6 


16 


.3 


73 3 


10 


TV TftT^ ft VI ft ft ^* 

ADD3 4 3 06 


c 


16 


324 


15 


.3 


ft A 

384 


6 


tv "n v f ft ft c ft 

ABK62 75 2 


c 


17 


324 


15 


.3 


ft A 

384 


i ft 
10 


ADB5 66 66 




18 


203.6 


9 


.6 


24 2 


8 


TV T» V /I ft IT ft P" 

ABX47 57 5 


c 


19 


169 


8 


. 0 


201 


6 


ABN76 20 7 




2 0 


156 . 8 


7 


.4 


16 7 


6 


ABN16 59 6 




2 1 


12 0 . 4 


5 


.7 


1284 


13 


ADR9 66 80 




22 


12 0.4 


5 


. 7 


193 2 


11 


ABD0 86 67 




23 


120 . 4 


5 


.7 


110000 


4 


AAI9 9682_19 




24 


120 . 4 


5 


.7 


110 00 0 


4 


AAI99 68 2_20 




25 


12 0.4 


5 


. 7 


110 000 


ji 

4 


TVTVTftft/"ftft ^ft 

AAI99 68 3_19 




26 


12 0 . 4 


5 


.7 


110000 


ji 

4 


AAI99 683_20 




27 


118 


5 


.6 


24 8 


12 


ADL8 73 26 




28 


118 


5 


.6 


24 8 


12 


ADL8 73 25 




2 9 


113 . 4 


5 


.3 


713 


6 


ABL60 14 2 




3 0 


4 4 4 

111 


5 


.2 


12 8 


1 1 


ADW2 17 52 


c 


3 1 


101.8 


4 


.8 


1392 


11 


ABD0 88 26 




32 


94 . 4 


4 


.5 


2 034 


2 


AAV69 43 8 




33 


94 . 4 


4 


. 5 


2064 


6 


ABK10121 




34 


90 . 8 


4 


.3 


2023 


2 


AAX31915 




35 


78 . 2 


3 


. 7 


1833 


6 


ABK10120 




36 


73 . 8 


3 


. 5 


1581 


6 


ABK10122 




37 


73 . 8 


3 


. 5 


1591 


4 


AAF58029 




38 


73 . 8 


3 


. 5 


2138 


6 


ABK10123 




39 


65 


3 


. 1 


1248 


2 


AAV1129 7 




40 


63 . 4 


3 


.0 


720 


2 


AAV1129 5 




41 


62.6 


3 


.0 


1386 


4 


AAF76931 




42 


62 . 6 


3 


.0 


1443 


4 


AAF76930 




43 


62.6 


3 


.0 


1774 


4 


AAF76 92 9 




44 


61.8 


2 


.9 


321 


4 


AAH43266 


c 


45 


58 . 4 


2 


.8 


2000 


8 


ADA7193 8 



Description 



Aan92 44 0 DNA seque 
Abkl012 4 Rat cDNA 
Abk63 787 Rat seque 
Adb5 84 24 Toxicity- 
Adb53007 Primary r 
Adt71411 Rat L-gul 
Aat87 00 5 DNA encod 
Abt09006 Phase-1 R 
Adg3 0926 Liver tox 
Adg4 5513 Liver inf 
Adr91163 Spleen ne 
Add3 43 07 Mouse mit 
Add3 43 09 Mouse mit 
Add3 43 08 Mouse mit 
Add3 43 06 Mouse mit 
Abk62 752 Rat seque 

Adb56666 Toxicity- 
Abx47575 Bovine ES 
Abn76 20 7 Human ORF 
Abnl6596 Human ORF 
Adr96680 M. tuberc 
Abd0 86 67 Pseudomon 
Continuation (20 o 
Continuation (21 o 
Continuation (20 o 
Continuation (21 o 
Adl87326 DNA up-re 
Adl87325 DNA up-re 
Abl60142 Fungi str 
Adw217 52 Rat hepat 
Abd0 8826 Pseudomon 
Aav69438 Cauliflow 
B. olerac 
L-galacto 



Abkl0121 
Aax31915 



Abkl0120 A. thalia 
Abkl0122 Yeast cDN 



Aaf 58029 
Abkl0123 
Aavll297 



S cerevis 
Yeast cDN 
Nucleot id 



Aavll295 N-termina 
Aaf 76 931 Penicilli 



Aaf 76930 
Aaf 76929 
Aah43266 
Ada71938 



Penicil li 
Penicil li 
D-aminoac 
Rice gene 



ALIGNMENTS 



RESULT 1 
AAN92440 
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SCORE Search Results Details for Application 
10606302 and Search Result us-10-606-302a- 
lO.rge- 

Score_i±ome Retrieve A ppl ication SCORE Sy stem SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10606302 and Search Result us-10- 
606-302a-10.rge. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: August 15, 2006, 09:51:39 ; Search time 12121 Seconds 

(without alignments) 
11184.560 Million cell updates/sec 

Title : US- 10-606 -3 02 A- 10 

Perfect score: 2120 

Sequence: 1 ggatcctcctgatcactgga accaagatgttccagctacc 2120 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 6366136 seqs, 31973710525 residues 

Total number of hits satisfying chosen parameters: 12732272 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : GenEmbl:* 



1 




gb_env : 


★ 


2 




gb_pat : 


* 


3 




gb_ph : * 




4 




gb_pl : * 




5 




gb_pr : * 




6 




gb_ro : * 




7 




gb_sts : 


* 


8 




gb_sy : * 




9 




gb_un : * 




10; 


: gb_vi: 


* 


11 


gb_ov : 


* 


12 


: gb_htg 


. * 

• 


13 


: gb_in: 


* 


14 


gb_om : 


* 


15 


gb_ba : 


* 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





JnO . 


bcor e 


Match 


Liengc n 


DB 


ID 


ues cr lp ci on 




1 


Z 1 Z U 


100 


.0 


Z Iz U 


Z 


lb 01 / /Z 4 


Lbui / /Z4 becfuence 




z 


Z 1Z 0 


100 


.0 


ft 1 ft ft 

Z IZ V 


z 


T ft 1 QOl 
bO 172 J 


c*oiyzj cijina encoui 




3 


ft i o n 
Z 1Z 0 


100 


.0 


ft i ft n 
Z ±Z k) 


ft 
Z 


AD/I nc Q 

AK4 Ob 9b y 


AK4 0byby bequence 




A 

4 


ft i ft n 
Z ±Z 0 


100 


.0 


ft 1 ft ft 

zlz 0 


ft 

Z 


AV^^/l QC*7 

AAJ /4 y b / 


aaj /4yb / bequence 




b 




100 


.0 


1 1 ft ft 

z lz 0 


6 


KA I r LAV 1JN 


juibio Kat b-guion 




6 


ft ft O *T £T 
Z 08 / . 6 


98 


.5 


ft 1 Q ft 

z 19 z 


6 


DP n D Q OAT 


BCOoyoOJ Kaccus no 




<-> 

7 


1 bo b . 6 


73 


.8 


ft ft /I ft 

2 24 0 


6 


dL02o oz o 


BLUzoozy mus muscu 




8 


1 56 4 


73 


.8 


ft ft ft ft 

z zzv 


6 


nLOiy ob 6 


BLOiyobb MUS ITlUSCU 




y 


15 6 4 


73 


.8 


ft ft t c 
z Z3 b 


6 


BL UZ o oz Z 


BLUZ00ZZ MUS (uUSCU 




t ft 

1 0 


14 7 5. 4 


69 


.6 


ft ft "5 C 

2 03 5 


6 


DPOl yl ft o r- 

BL034 83 5 


BL03483b MUS ITlUSCU 




1 1 


T "3 ft "5 

132 3 


62 


.4 


T O ft O 

132 3 


«"» 
z 


7\V/*ftftft1 O 

AA4 Oz 01 o 


AX4 0Z018 bequence 




"1 ft 

1 2 


1 O T ft ft 

1319. 8 


62 


.3 


132 3 


2 


7\ Q "5 O ft /I 

A9 382 4 


A93824 sequence 3 




1 3 


118 8.6 


56 


.1 


TOOT 

132 3 


6 


TiVvICO ft C A 

AY 4 53 06 4 


AY4 53 064 MUS ITlUSCU 




1 A 

1 4 


1058.6 


49 


.9 


193 9 


1 4 


A'O/l/l ftftCQ 

Ah 44 Oz 59 


Ar440z59 bUS SCroi 




1 5 


t ft ft 1 ft 

1031. 2 


48 


.6 


ft 1 ft "~7 

212 7 


i 

14 


ftftftOC 

BL10 2936 


BC1029J6 bos tauru 




1 6 


O ft ft o 

879.8 


41 


.5 


/" ft ft Q 

6 00 9 


6 


Dl z75 4 


jjiz /5 4 Kate us norv 


c 


1 ft 

1 7 


O ft O O 

879.8 


41 


.5 


^ t m ft o 

239102 


i o 
1 z 


API "5 "inci 

AC13 /Obi 


APIOTftCI Dot-i-nc? t-> /-\ 

ALU /Obi Kaccus no 




1 8 


O ft O O 

8 7 9.8 


41 


.5 


Z 67 o 0 9 


1 ft 

1 z 


apt O Tyi CI 
AL13 /4 6 1 


AP1TT/1C1 Dsf f 110 T-kA 

AL.1J /4bi Kaccus no 




1 9 


ft T A ft 

714.2 


33 


.7 


19/6 


1 1 


T3PftO A O Qft 

nLOo 4 o yz 


BL.oo4oyz a en opus x 




ft ft 

2 0 


/™ >i ft ft 
642.2 


30 


.3 


T ft /I ft 

174 7 


1 1 


AVftO Q O "5 O 

Ax 03 9o i o 


AiUjyB jo bcyiiorni 




ft 1 

2 1 


coo 

59 2 


27 


. 9 


£T O Q 

bo 8 


ft 
z 


AAbzb b / Z 


AVCOCC70 C q /--n 1 dnc q 

AA5Z5b /z bequence 


c 


Z Z 


/IDA ft 

4 8 0 . Z 


22 


.7 


1 4 1 U 1 / 


6 


API OC/l/1 /l 

Av^ 1 Z b 4 4 4 


A P 1 ^ C A A A Mi 1 e mi 1 o P 1 1 


c 


2 3 


/I O ft ft 

480.2 


22 


.7 


1 Q 1 C ft C 

1 91606 


6 


API ftCftTft 

AL 1Z6 Z / Z 


A P 1 ft £ ft n ft Mi 1 c mi 1 c ai 1 

AL-lZbZ/Z MUS muscu 




ft /I 

2 4 


>l ft O O 

473.8 


22 


.3 


f ft c 

60 5 


i /i 
14 


Ar 18 bz 9z 


Ariobzyz bos cauru 




ft r~ 

25 


/i /i i 
44 1 


20 


.8 


O /I ft 

84 7 


i i 
1 1 


■OVQOO O^ft 

BX9 3 3 840 


BAyjJo40 banus ga 




ft /" 

2 6 


O ft ft 

32 9 


15 


.5 


TOT 

72 7 


i i 
1 1 


D VQl A ^ C ft 

BX93 4 2 60 


nvQl A ft £Tft Pal liicn /~r -j 

Bxy34z60 baiius ga 


c 


2 7 


O ft /I 

32 4 


15 


.3 


O O /I 

384 


Z 


A V A ft ft O O O 

AX4 00 98 3 


AA40oyoJ bequence 




28 


321.2 


15 


.2 


661 


6 


TIPftO C ftft 1 

BC03 5 22 1 


BC03b2zl MUS TTIUSCU 




2 9 


290.6 


13 


.7 


ft ft ft it 

2 09 5 


1 o 

13 


iv tt I i c ft o ft 

AK11 52 3 2 


Atriicftoft p -I v» — ■ i nt- 

AK115232 Liona int 




3 0 


17 7.2 


8 


.4 


i i ft ft ft ft 
11000 0 


1 5 


P "ftftftftftOO ftft 

CP00 00 88_2 2 


cont mua cion CzJ 0 


c 


3 1 


16 9 


8 


.0 


ft ft T 

201 


2 


7V v "5 ft ft O ft ft 

AX3 09 32 2 


Aa3 09 3zz bequence 




3 2 


164.6 


7 


.8 


i i ft ft ft ft 
110 00 0 


1 5 


n7\ftftftftOft ftft 

BA00 00 3 0_2 9 


concinuacion ^jo 0 


c 


33 


162 


7 


.6 


295150 


15 


SC0939125 


AL939125 Streptomy 




34 


156. 8 


7 


.4 


167 


2 


CQ435909 


CQ435909 Sequence 


c 


35 


150. 2 


7 


.1 


110000 


15 


CP000249_03 


Continuation (4 of 


c 


36 


150. 2 


7 


. 1 


110000 


15 


CP000249_04 


Continuation (5 of 


c 


37 


142 . 4 


6 


.7 


190294 


12 


AC158696 


AC158696 Bos tauru 




38 


142 . 4 


6 


.7 


270496 


12 


AC163911 


AC163911 Bos tauru 




39 


134 . 8 


6 


.4 


190294 


12 


AC158696 


AC158696 Bos tauru 




40 


134 . 4 


6 


.3 


4612 


6 


D12762 


D12762 Cavia porce 




41 


134 


6 


.3 


158 


14 


AF136938 


AF136938 Sus scrof 


c 


42 


133 . 6 


6 


.3 


110000 


4 


AE016819_12 


Continuation (13 0 




43 


121. 8 


5 


.7 


110000 


15 


AP006618_46 


Continuation (4 7 0 




44 


120. 4 


5 


. 7 


1284 


2 


AR456097 


AR456097 Sequence 




45 


120. 4 


5 


.7 


110000 


15 


AE000516 19 


Continuation (2 0 0 



ALIGNMENTS 



RESULT 1 
CS017724 
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SCORE Search Results Details for Application 
10606302 and Search Result us-10-606-302a- 
8,rst, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 10606302 and Search Result us-10- 
606-302a-8.rst. 

start 

Go Back to previous p age 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: August 15, 2006, 10:05:07 ; Search time 9129.93 Seconds 

(without alignments) 
13094.897 Million cell updates/sec 

Title : US- 10 -606 -302 A- 8 

Perfect score: 2138 

Sequence: 1 cccatgtctactatcccatt aaaatggtagaatcgtggtc 2138 

Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 48236798 seqs, 27959665780 residues 

Total number of hits satisfying chosen parameters: 96473596 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : EST: * 



1 : 




gb_estl : * 




2 : 




gb_est3 : * 




3 . 




gb_est4 : * 




4 




gb_est5 : * 




5 




gb est6 : * 




6 




gb_htc : * 




7 . 




gb_est2 : * 




8 




gb_est7 : * 




9 




gb_est8 : * 




10: 


gb_est 9 : 


* 


11: 


gb_gssl: 


* 


12: 


gb_gss2 : 


* 


13 : 


gb_gss3 : 


* 


14 : 


gb_gss4 : 


* 



Pred. No. is the number of results predicted by chance to have a 
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score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





NO . 


Score 


Match 


Length 


DB 


ID 


Description 




1 


4 b 7 . 6 


21 


.4 


96 1 


1 4 


CNS0 6DEH 


AL393711 


T7 end of 


c 


2 


3 2 3 . 2 


15 


.1 


109 8 


1 A 

1 4 


CNS0 6LXM 


AL404768 


T3 end of 




J 


304 . 0 


14 


.3 


T A O A 

108 4 


1 4 


CNbO 76 UF 


AL431869 


T7 end of 


c 


A 

4 


282.6 


13 


.2 


e c 0 

55 3 


T T 

1 1 


BZ3 0 513 8 


BZ305138 


KD3345 .ql 




5 


TOO O 

13 3 . 2 


6 


.2 


0 1? 0 
86 9 


1 0 


DK64 02 57 


DR64 02 57 


EST103088 




6 


12 6.8 


5 


.9 


O *7 O 

97 2 


1 0 


DK63 4104 


DR634104 


EST102472 


c 


1 


12 1 . 8 


5 


.7 


94 0 


14 


CNS0 6H1S 


AL398438 


T3 end of 




8 


10 8.8 


5 


.1 


100 5 


t A 

14 


CNS0 70 50 


AL423202 


T7 end of 




9 


93 . 4 


4 


.4 


581 


1 1 


BZ3 016 73 


BZ301673 


KD1411 .pi 




1 0 


8 2.4 


3 


.9 


0 0 1 
92 7 


1 


AL667 09 5 


AL667095 


AL667095 




1 1 


7 5.6 


3 


.5 


^7 r\ 

72 8 


2 


BI 145 73 1 


BI145731 


602909885 




1 2 


7 5.4 


3 


.5 


2 24 7 


6 


AK167 46 0 


AK167460 


Mus muscu 




13 


7 5.4 


3 


.5 


2 26 9 


6 


AK077 74 0 


AK077740 


Mus muscu 




14 


7 5.2 


3 


.5 


88 6 


5 


CF551 083 


CF551083 


AG EN COURT 




1 5 


74.8 


3 


.5 


671 


3 


BW342 883 


BW342883 


BW342883 




1 6 


74 


3 


.5 


792 


8 


C0425 73 0 


CO425730 


UI-M-HU0- 




1 7 


74 


3 


.5 


t~\ r\ r\ 

80 8 


8 


C0573 278 


C0573278 


AGEN COURT 




1 8 


74 


3 


.5 


872 


4 


CA752 10 5 


CA752105 


UI-M-FD0 - 




1 9 


74 


3 


.5 


ft ft ^ 

88 6 


3 


BQ946 43 7 


BQ946437 


AGEN COURT 




2 0 


7 3.6 


3 


.4 


80 8 


4 


CB 5 5 8 1 7 6 


CB558176 


AGEN COURT 


c 


2 1 


7 3.4 


3 


.4 


r - ft ft 

58 8 


3 


BU698 00 6 


BU698006 


LL2inl000 




2 2 


7 3.4 


3 


.4 


ft ^ f 

815 


3 


BU904 72 9 


BU904729 


AG EN COURT 




2 3 


73.2 


3 


.4 


84 0 


4 


CB559 64 8 


CB559648 


AGENCOURT 


c 


S\ Jk 

24 


72.4 


3 


.4 


514 


3 


ts Tir ^ ft r\ ^ J^ 

BU698 976 


BU698976 


LL2inl424 




2 5 


72 . 4 


3 


.4 


93 5 


8 


CV43 7826 


CV437826 


EST891739 


c 


2 6 


7 2 


3 


.4 


r— »~7 /"V 

57 0 


3 


BU6 95 65 3 


BU695653 


LL2inll99 




2 7 


71.6 


3 


.3 


0 0 y 
88 6 


8 


CN24 0 30 6 


CN240306 


EST006166 


c 


2 8 


71.4 


3 


.3 


53 7 


3 


BU697 93 2 


BU697932 


LL2inl415 




2 9 


71.2 


3 


.3 


ft ^ ft 

878 


4 


CB 5 5 9 8 7 3 


CB559873 


AGENCOURT 




3 0 


71.2 


3 


.3 


ft ft ^ 

907 


5 


CD791 36 3 


CD791363 


EST662724 




3 1 


7 0.8 


3 


.3 


73 4 


5 


CF521 42 1 


CF521421 


AGENCOURT 




32 


7 0.8 


3 


.3 


n n n 

797 


1 


AI 097 87 5 


AI097875 


ue40hl0 .y 


c 


3 3 


7 0 


3 


.3 


674 


3 


BU699 08 6 


BU699086 


LL2inl2 83 




34 


70 


3 


.3 


754 


5 


CF519846 


CF519846 


AGENCOURT 




35 


69.6 


3 


.3 


753 


5 


CF521358 


CF521358 


AGENCOURT 




36 


69. 6 


3 


.3 


907 


3 


BU904429 


BU904429 


AGENCOURT 




37 


68. 6 


3 


.2 


716 


1 


AI573803 


AI573803 


uj 65hl0 .y 


c 


38 


68.6 


3 


.2 


1101 


14 


CNS0 0EVL 


AL069706 


Drosophil 




39 


68.2 


3 


.2 


641 


7 


AV976012 


AV976012 


AV976012 




40 


67. 8 


3 


.2 


760 


8 


C0565622 


C0565622 


AGENCOURT 




41 


66. 6 


3 


.1 


821 


4 


CA788084 


CA788084 


AGENCOURT 




42 


66.4 


3 


.1 


719 


2 


BI146400 


BI146400 


602910767 




43 


66.4 


3 


.1 


831 


8 


C0567345 


C0567345 


AGENCOURT 




44 


66.4 


3 


.1 


867 


2 


BI218342 


BI218342 


602937723 




45 


66.4 


3 


.1 


1036 


7 


BF533289 


BF533289 


602073744 



ALIGNMENTS 



RESULT 1 
CNS06DEH 

LOCUS CNS06DEH 961 bp DNA linear GSS 17-JUN-2001 
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SCORE Search Results Details for Application 
10606302 and Search Result us-10-606-302a 

8.rnpbn. 



Score Home 
Pag e 



Retrieve A p plication 
List 



SCORE System 
Overview 



SCORE 
FAQ 



Comments / 
Sugg estions 



This page gives you Search Results detail for the Application 10606302 and Search Result us-10-6( 
302a-8.rnpbn. 

start 

Go Back to previoi 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on 



August 15, 2006, 14:38:19 



Search time 397.172 Seconds 
(without alignments) 
8548.706 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 



US-10-606 -302A-8 
2138 

1 cccatgtctactatcccatt 



aaaatggtagaatcgtggtc 213 8 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched : 



2200221 seqs, 794037843 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



4400442 



Database : 



Published_Appl icat ions_NA_ 



1 

2 
3 
4 
5 
6 
7 
8 
9 
10 



/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/ EMC_Ce 1 e rr a_SI DS 3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC Celerra SIDS 



S_NA_New : * 
/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
3/ptodata/ 



/pubpna/US09 
/pubpna/US06 
/pubpna/US07 
/pubpna/US08 
/pubpna/PCT_ 
/pubpna/US10 
/pubpna/USll 
/pubpna/USll 
/pubpna/USll 
2/pubpna/US6 



NEW_PUB . s 
NEW_PUB . s 
NEW_PUB . s 
NEW_PUB . S 
NEW_PUB . se 
_NEW_PUB . s 
_NEW_PUB . s 
_NEW_PUB . s 
_NEW_PUB . S 
0 NEW PUB. 



eq : * 
eq:* 
eq : * 
eq : * 
q: * 
eq : * 
eq : * 
eql : * 
eq2:* 
seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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% 

Result Query 





JNO . 


facoire 


Match 


Lenycn 




xu 








Description 




X 


1 CTl ^ 

1j / i. 4 


73 


.5 


J. jOI 


Q 
O 


TTQ 


XX 


- Z X / 


-t^9Q - 770 7*1 


Sequence 


77873, A 




o 
z 


X z u u . z 


56 


.1 


1 COI 

x b o x 


Q 
O 


TTC 


-XX 


- Z X / 




Sequence 


1906, Ap 




J 


Xj Z 


6 


.2 


y -j y 


Q 


TTC 
Uo 


-xx 


- Z X / 


.coo _77p 79 
"Da? / /D /Z 


Sequence 


77872, A 




4 


q ft q 
oU. o 


3 


.8 


QT Q 

y 3 y 


Q 

o 


TTC 

Uo 


-XX 


-Z X / 


c o Q T Q ft c 

-Dzy -xyu o 


Sequence 


1905, Ap 




c 
D 


D u . z 


2 


.8 


b b o 


b 


TTC 
Uo 


-in 

1U 


"4BO 


.CI Q - Oftfi C. 
Ol? Z U O D 


Sequence 


2085, Ap 




b 


4 y . 4 


2 


.3 


/ 4 J Z 


b 


TTC 

Uo 


- XU 


- b x / 


-44X — OZ4 


Sequence 


524, App 




f 


/1Q Q 
4 O . O 


2 


.3 


z y o / 


b 


TTC 

Uo 


1 ft 

- xu 


CI T 
"51/ 


"441 "j4j 


Sequence 


3 4 5, App 




Q 
O 


fl o . b 


2 


.3 


ICQ/*) 

Xb o4 Z 


b 


TTC 

Uo 


T ft 

- xu 


- b x / 


-44X J / D 


Sequence 


575, App 


c 


Q 

y 


A Q 
4 O 


2 


.2 


T. /I ft Q Q 

34 Uo o 


Q 
O 


TTC 

Uo 


-XX 


- Z b b 


- / 4oA - ZjC)4o 


Sequence 


23848, A 




i n 
J. u 


A *7 A 
ft / . ft 


2 


.2 


1 c -a c c 


b 


TTC 
Uo 


1 ft 

- xu 


C17 
-31 / 


"441 "003 


Sequence 


6 89, App 




1 T 
1 1 


4 / . 4 


2 


.2 


X Ub Z .5 4 


Q 

o 


TTC 

Uo 


-XX 


-z bb 


- /40 A"Z4? to 


Sequence 


24973, A 




1 O 

X z 


AO O 
fi / . Z 


2 


.2 


z y o / 


b 


TTC 
Uo 


1 ft 

- xu 


ci 7 

- b x / 


-441 -biy 


Sequence 


619, App 




X J 


fl / 


2 


.2 


x / o y / 


b 


TTC 
Uo 


1 ft 
- X u 


- b x / 


AA~] C 1 ft 
-441 -blO 


Sequence 


618, App 




1 4 
X 4 


ft b 


2 


.2 


z b u x 


b 


TTC 

Uo 


1 ft 

- X u 


ci T 

- b x / 


-441 -bbz 


Sequence 


5 62, App 




1 C 
1 b 


ft b 


2 


.2 


o c n i 
Z b U X 


b 


TTC 

Uo 


1 ft 

- X u 


ci 7 

- b x / 


A A 1 C ft Q 

-44i -buy 


Sequence 


6 09, App 


c 


X b 


AO. Q 

4 b . o 


2 


.1 


4 y z o 


Q 

y 


TTC 

Uo 


-XX 


Ol Q 

-Z Xo 


-j ft tc iqi a 
-jUb joib 


Sequence 


3816, Ap 




1 "7 
1 / 


/I C Q 

4 b . o 


2 


.1 


O / J 1 


b 


TTC 

Uo 


1 ft 

- X u 


en 
- b x / 


A A 1 A *7 1 
-441 - 4 / J 


Sequence 


4 73, App 




1 o 

1 o 


4b. o 


2 


.1 


1 C T C C 

lb 3 b b 


6 


TTC 

Uo 


1 ft 

- 1 u 


- b 1 / 


A A ^ /11C 

-441 -4Xb 


Sequence 


415, App 




1 9 


A A C 

44.6 


2 


.1 


n a "i o 

7 4 3 2 


c 
O 


Uo 


-10 


- b 17 


/I /I T O C ft 

-441 -ZbO 


Sequence 


2 50, App 




2 0 


/I A A 

4 4.4 


2 


. 1 


z b U x 


b 


T TO 

Uo 


1 ft 

-10 


- bl / 


A A ^ TJC 

-441 -33b 


Sequence 


33 5, App 




Z 1 


/I /I A 

4 4.4 


2 


.1 


1 O 1 ft 

XZ 610 


b 


TTC 

Uo 


1 ft 

-10 


- b 1 / 


-441 -441 


Sequence 


441, App 




Z 2 


ft 4 . ft 


2 


. 1 


1 O C 1 ft 

lz blU 


b 


T TO 

Uo 


T ft 

- 1U 


C1 T 

- bl / 


A A 1 71 C 

-441 - / lb 


Sequence 


715, App 




o o 
Z 3 


a a i 
ft 4 . Z 


2 


. 1 


b / 3 1 


b 


TTC 

Uo 


1 ft 
- 1 U 


ci 7 

- b 1 / 


/i/l 1 1 A1 

-441 - / 4 / 


Sequence 


747, App 




Z 4 


43.8 


2 


.0 


3 lb b 


6 


TTC 

Uo 


T ft 

-10 


C 1 *7 

- bl / 


A A 1 COO 

-441 -boz 


Sequence 


6 82, App 


c 


o c 
z b 


A 1 C 

4 3 . b 


2 


. 0 


t ft n n 
X U U U 


Q 
O 


TTC 

Uo 


-11 


- Z b b 


- /4oA-iyyob4 


Sequence 


199354 , 


c 


z b 


/II A 

4 3.4 


2 


.0 


i ft ft n 
1UUU 


Q 
O 


TTC 

Ufa 


-11 


- Z b b 


- /4oA-Zo1joj 


Sequence 


281383 , 




Z / 


4 3.4 


2 


.0 


1 ft ft ft 

1 uu u 


Q 

o 


TTC 

Uo 


T 1 

-11 


O £T c 

-zbb 


1 A O A "3ftOftOT 

- /4oA-3UoU23 


Sequence 


308023 , 




o o 

Z O 


A O Q 

4 Z . o 


2 


.0 


O C ft 1 

Z b U X 


b 


TTC 

Ufa 


1 ft 
- 1 U 


ci 7 

- b 1 / 


A A 1 OQO 
-44 X - ZO O 


Sequence 


2 88, App 




O Q 

z y 


4 z . o 


2 


.0 


3 3 / X 


Q 

y 


TTC 
Ufa 


-11 


- Z 1 o 


- 3 Ub - Xb3 4 o 


Sequence 


15348, A 




o ft 


^ o o 
4 Z . o 


2 


.0 


Z4 y / b 


b 


TTC 
Ufa 


1 ft 

- 1 u 


- b 3 y 


O O Q 1 Q 

- ZZ o - Xo 


Sequence 


18, Appl 


c 


T. 1 
J 1 


A O £T 

4 Z . b 


2 


.0 


4 bio 


y 


TTC 
Ufa 


-XX 


- Z X O 


IftC 00701 

-3Ub-ZZ/oX 


Sequence 


22781, A 


c 


3 Z 


/i o <4 
4 z . 4 


2 


.0 


i /y i 


y 


TTC 
Ufa 


"1 1 

-XX 


-zXo 


T ft C C Q A A 

-3Ub-by44 


Sequence 


6 944, Ap 


c 


3 3 


4 2.4 


2 


.0 


y ob y 


r 

6 


TTC 
Ufa 


1 ft 

-10 


- b 1 / 


/I /I 1 o o o 

-441 - /Z9 


Sequence 


7 29, App 




3 4 


4 z . z 


2 


.0 


1 c c c c c 
1 bb bb b 


Q 

o 


TTC 
Ufa 


-11 


O £T C 

-Zbb 


OvIQA O^OftQ 

- /4oA-Z43 Uo 


Sequence 


24308, A 




"> c 

3 b 


/i o o 
4 Z . Z 


2 


.0 


C D "~! A 1 1 

bo/411 


b 


TTC 
Ufa 


1 ft 

- 1 u 


C A ft 

- b4 U 


- ©y o - zb 


Sequence 


26, Appl 


c 


3 6 


4 z 


2 


.0 


o "> yi *a 
z 3 4 3 


Q 

y 


TTC 
Ufa 


-11 


01 Q 

- Z 1 o 


TftC 1 O A O. 1 

- 3 Ub - lo4 3 1 


Sequence 


18431, A 


c 


3 / 


yt O 
4 Z 


2 


.0 


1 "7 C C ft "3 

1 /b bU 3 


b 


TTC 
Ufa 


1 ft 

-10 


C A ft 

- b4 0 


QQQ C"J 1 

-byb -b31 


Sequence 


5 31, App 




3 8 


41.8 


2 


.0 


19 63 4 


6 


T TO 
Ufa 


-10 


-517 


-441 -687 


Sequence 


6 87, App 




39 


41.8 


2 


.0 


131546 


8 


US 


-11 


-266 


-748A-60109 


Sequence 


60109, A 


c 


40 


41.6 


1 


. 9 


402 


9 


us 


-11 


-348 


-413 -12204 


Sequence 


12204, A 




41 


41.4 


1 


.9 


17897 


6 


us 


-10 


-517 


-441-617 


Sequence 


617, App 




42 


41.2 


1 


.9 


825 


9 


us 


-11 


-218 


-305-1766 


Sequence 


1766, Ap 


c 


43 


41.2 


1 


. 9 


1503 


6 


us 


-10 


-374 


-780A-615 


Sequence 


615, App 


c 


44 


41.2 


1 


.9 


9859 


6 


us 


-10 


-517 


-441 -455 


Sequence 


4 55, App 




45 


41.2 


1 


. 9 


121124 


6 


us 


-10 


-540 


-898-83 


Sequence 


83, Appl 



ALIGNMENTS 



RESULT 1 

US-11-217-529-77873 

; Sequence 77873, Application US/11217529 

; Publication No. US20060099612A1 

; GENERAL INFORMATION: 

; APPLICANT: SUNTORY LIMITED 

; APPLICANT: NAKAO, YOSHIHIRO 
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SCORE Search Results Details for Application 
10606302 and Search Result us-10-606-302a 
8,rnpbm, 

Score Home Pag e Retrieve A p plication Lis t SCORE System Overview SCORE FAQ Comments / Su gg 

This page gives you Search Results detail for the Application 10606302 and Search Result us-10-6( 
8.rnpbm. 

sta rt 

Go Back to pre' 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



August 15, 2006, 13:10:24 ; Search time 2681.29 Seconds 

(without alignments) 
9797.893 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 



US-10-606 -302A-8 
2138 

1 cccatgtctactatcccatt 



aaaatggtagaatcgtggtc 213 8 



Scoring table: I DENT IT Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



18892170 seqs, 6143817638 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 



37784340 



Database : 



Publ ished_Applicat ion 

1 : /EMC_Celerra_SIDS3 

2 : /EMC_Celerra_SIDS3 

3 : /EMC_Celerra_SIDS3 

4 : /EMC_Celerra_SIDS3 

5 : /EMC_Celerra_SIDS3 

6 : /EMC_Celerra_SIDS3 

7 : /EMC_Celerra_SIDS3 

8 : /EMC_Celerra_SIDS3 

9 : /EMC_Celerra_SIDS3 

1 0 : /EMC_Cel er ra_S IDS 

1 1 : /EMC_Cel er ra_S IDS 

1 2 : /EMC_Cel er ra_S IDS 

13 : /EMC_Celerra_SIDS 

1 4 : /EMC_Cel er ra_S IDS 

1 5 : /EMC_Cel erra_S IDS 

1 6 : /EMC_Cel erra_S IDS 



s_NA_Main: * 

/ptodata/2 /pubpna/US07_PUBCOMB .seq : * 
/ptodata/2/pubpna/US08_PUBCOMB . seq : * 
/ptodata/2/pubpna/US09A_PUBCOMB. seq: * 
/ptodata/2 /pubpna/US09B_PUBCOMB. seq: * 
/ptodata/2 /pubpna/US09C_PUBCOMB. seq: * 
/ptodata/2 /pubpna/US10A_PUBCOMB . seq : * 
/ptodata/2 /pubpna/US10B_PUBCOMB. seq: * 
/ptodata/2 /pubpna/US10C_PUBCOMB. seq: * 
/ptodata/2/pubpna/US10D_PUBCOMB. seq: * 
3/ptodata/2/pubpna/US10E_PUBCOMB .seq 
3/ptodata/2/pubpna/US10F_PUBCOMB . seq 
3/ptodata/2/pubpna/US10G_PUBCOMB . seq 
3/ptodata/2/pubpna/USllA_PUBCOMB .seq 
3/ptodata/2/pubpna/USllB_PUBC0MB .seq 
3/ptodata/2/pubpna/USllC_PUBCOMB . seq 
3/ptodata/2/pubpna/USllD_PUBC0MB .seq 



* 
* 
* 
* 

* 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





XT,-. 

NO . 


ocor e 


Match 


Lengt n 


Da 


ID 


Description 




1 


2 13 o 


100 


.0 


213 8 


9 


US -10-606-300-8 


Sequence 8, Appli 




2 


2 13 o 


100 


.0 


o i o 

213 8 


1 0 


US-10-606-302-8 


Sequence 8, Appli 




3 


1576.2 


73 


.7 


1581 


9 


US -10 - 606 - 300 - 6 


Sequence 6, Appli 




A 

4 


1576.2 


73 


.7 


icon 

1581 


1 0 


US-10 -606 -302 -6 


Sequence 6, Appli 




5 


1571. 4 


73 


.5 


1581 


1 1 


US-10 - 932-182A-77873 


Sequence 77873, A 




6 


1200. 2 


56 


.1 


1581 


1 1 


US-10 -932-182A-1906 


Sequence 1906, Ap 




7 


13 2 


6 


.2 


93 9 


1 1 


US-10 - 932-182A-77872 


Sequence 77872, A 




8 


1 O O O 

12 8 . 8 


6 


.0 


a *^ a 

93 9 


7 


US -10-369-493 - 25534 


Sequence 25534, A 




3 


8 0.8 


3 


.8 


a "5 a 

93 9 


1 1 


US-10 - 932 -182A-1905 


Sequence 19 05, Ap 




1 0 


7 3.8 


3 


.5 


132 3 


3 


US - 09-917 - 800A-1694 


Sequence 1694, Ap 




1 1 
1 1 


7 3.8 


3 


.5 


A i A A 

2 12 0 


9 


US -10-606 -300 -10 


Sequence 10, Appl 




1 o 

1 2 


7 3.8 


3 


.5 


212 0 


1 0 


US-10-606-302-10 


Sequence 10, Appl 




13 


5 7.4 


2 


.7 


13 32 6 


1 


US -10-311-455-1685 


Sequence 1685, Ap 




14 


54 


2 


.5 


24 25 9 


8 


US -10-221-714A-415 


Sequence 415, App 


c 


1 5 


53 


2 


.5 


i a a a 

183 0 


9 


tto -i A nftr / — ) r 

US -10-706-635-67 


Sequence 67, Appl 




1 6 


53 


2 


.5 


32 39 2 


9 


US -10-706-635-27 


Sequence 27, Appl 




1 7 


5 2.2 


2 


.4 


1 /■ rtr ft 

16 25 8 


8 


TTO 1 ft OCT T /"" /"" TOA 

US -10 - 257 -166 -120 


Sequence 120, App 


c 


1 8 


52 


2 


.4 


415 


12 


TTO 1A /lOA /lOOAT 

US-10 -301-480-48201 


sequence 48201, a 


c 


1 9 


5 2 


2 


.4 


415 


12 


TTO TA ^A1 /lOA ^/"T^"TA 

US-10 -301 -480 -661610 


Sequence 661610, 




2 0 


51.8 


2 


.4 


8 60 7 


8 


TTO 1A AVIA r n fl /"l 110 

US -10-240-589C-112 


Sequence 112, App 




2 1 


51.8 


2 


.4 


A ^* A *i 

8 60 7 


1 0 


TTO 1A A/1A ri n n *~IO 

US-10 -240-708-72 


Sequence 72, Appl 




2 2 


5 1 


2 


.4 


A" A A 

7 903 


6 


TTO 1A A">A n 11A 

US -10-239-676 -110 


Sequence 110, App 




2 3 


51 


2 


.4 


7 903 


7 


US -10-311-455-1336 


Sequence 1336, Ap 




24 


5 1 


2 


.4 


7 903 


r-i 

7 


TTO 1A A<1A lOA 

US -10-240-453 -122 


Sequence 122 , App 




2 5 


5 0.6 


2 


.4 


11 97 6 


7 


US -10-311-455-567 


Sequence 5 67, App 




2 6 


5 0.4 


2 


.4 


6 917 


7 


US -10-311-455-2207 


Sequence 2207, Ap 




2 7 


5 0.2 


2 


.3 


640 681 


3 


US - 09-790-988 -1 


Sequence 1, Appli 




28 


4 9.8 


2 


.3 


3 673778 


1 


US-10 -312-841-1 


Sequence 1, Appli 




2 9 


4 9.6 


2 


.3 


33 05 3 


8 


US -10-433 -793 - 36 


Sequence 36, Appl 




3 0 


4 9.6 


2 


.3 


3 6737 78 


7 


US-10 -312-841-2 


Sequence 2, Appli 


c 


- 31 


4 9.4 


2 


.3 


11296 


7 


US -10-311-455-695 


Sequence 6 95, App 




3 2 


4 9.2 


2 


.3 


6115 


7 


US-10-311-455-1774 


Sequence 1774, Ap 




33 


4 9.2 


2 


.3 


9524 


7 


US -10 -311 -455 - 812 


Sequence 812, App 




34 


49.2 


2 


.3 


9524 


8 


US-10-257 -166 -76 


Sequence 76, Appl 




35 


49.2 


2 


.3 


17213 


7 


US-10-311-455-1455 


Sequence 1455, Ap 


c 


36 


49.2 


2 


.3 


337344 


9 


US-10-388 -838 -58 


Sequence 58, Appl 


c 


37 


49 


2 


.3 


775 


12 


US-10 -301-480 -555 58 4 


Sequence 555584, 


c 


38 


49 


2 


.3 


775 


12 


US-10 -301-480 -1168993 


Sequence 1168993, 




39 


49 


2 


.3 


5503 


8 


US-10-257 -166 -104 


Sequence 104, App 




40 


49 


2 


.3 


10039 


7 


US-10-311-455-2016 


Sequence 2016, Ap 


c 


41 


49 


2 


.3 


17594 


7 


US-10-311-455-2000 


Sequence 2 000, Ap 




42 


48.8 


2 


.3 


5987 


7 


US-10-311 -455 -1535 


Sequence 153 5, Ap 




43 


48.8 


2 


.3 


5987 


8 


US-10-433 -793 -131 


Sequence 131, App 




44 


48.8 


2 


.3 


6352 


8 


US-10-221-613 -195 


Sequence 195, App 


c 


45 


48.8 


2 


.3 


69081 


6 


US-10-087 -192 -1192 


Sequence 1192, Ap 



ALIGNMENTS 

RESULT 1 

US- 10-606 -300-8 
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SCORE Search Results Details for Applicatior 
10606302 and Search Result us-10-606-302a-8 



Score Home Page Retrieve Ap plication List SCORE System Overview SCORE FAQ Comments / Su gg 

This page gives you Search Results detail for the Application 10606302 and Search Result us-10-6( 
8. mi. 

start 

Go Back to pre' 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



August 15, 2006, 11:29:45 ; Search time 280.179 Seconds 

( wi thout al ignmen ts ) 
14278.103 Million cell updates/sec 



Tit le : 

Perfect score: 
Sequence : 



US-10-606 -302A-8 
2138 

1 cccatgt ctac tatcccatt 



aaaatggtagaatcgtggtc 213 8 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched : 



1403666 seqs, 935554401 residues 



Total number of hits satisfying chosen parameters 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



2807332 



Database : 



Issued Patents NA : * 



1 

2 
3 
4 
5 
6 
7 
8 
9 
10 



/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS3 
/EMC_Celerra_SIDS 



/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
/ptodata/2 
3/ptodata/ 



/ina/l_COMB . seq: * 
/ina/5_COMB. seq: * 
/ina/6A_COMB . seq : * 
/ina/6B_COMB .seq : * 
/ina/7_COMB. seq: * 
/ina/H_COMB. seq: * 
/ina/PCTUS_COMB. seq: * 
/ina/PP_COMB . seq : * 
/ina/RE_COMB .seq: * 
2/ ina/ back file si . seq : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No . 



Score 



% 

Query 

Match Length DB 



ID 



Description 



http://es/ScoreAccessWeb/GetItem.action?AppId=10606302&seqId=585785&ItemName=... 8/17/2006 



SCORE Search Results Details for Application 10606302 and Search Result us- 10-606-3... Page 2 of 21 





1 


213 8 


100 


. 0 


2138 


3 


US 


-09 


-630 


-983A-8 


Sequence 


8, Appli 




2 


1576. 2 


73 


.7 


1581 


3 


US 


-09 


-630 


-983A-6 


Sequence 


6, Appli 




3 


334 . 2 


15 


. 6 


1185 


3 


US 


-09 


-248 


-796A-3166 


Sequence 


3166, Ap 




4 


73.8 


3 


.5 


2120 


3 


US 


-09 


-630 


-983A-10 


Sequence 


10, Appl 


c 


5 


58 . 2 


2. 


.7 


1141 


3 


US 


-09 


-806 


-708B-22 


Sequence 


22, Appl 




6 


53 


2 


.5 


1141 


3 


US 


-09 


-806 


-708B-22 


Sequence 


22, Appl 


c 


7 


53 


2 


.5 


1830 


3 


US 


-09 


-662 


-254B-67 


Sequence 


67 , Appl 




8 


53 


2 


. 5 


32392 


3 


US 


-09 


-662 


-254B-27 


Sequence 


27, Appl 




9 


51 


2 


.4 


298336 


3 


US 


-09 


-949 


-016 -166 00 


Sequence 


16600, A 




10 


50. 2 


2 


.3 


640681 


3 


US 


-09 


-790 


-988-1 


Sequence 


1 , Appl i 




11 


48.6 


2 


.3 


150032 


3 


US 


-09 


-949 


-016 -143 21 


Sequence 


14321, A 




12 


48.4 


2 


.3 


1833 


3 


US 


-09 


-630 


-983A-2 


Sequence 


2, Appli 


c 


13 


48 


2 


.2 


36242 


3 


US 


-09 


-949 


-016 -12996 


Sequence 


12996, A 


c 


14 


48 


2 


.2 


36242 


3 


us 


-09 


-949 


-016-12997 


Sequence 


12997, A 


c 


15 


48 


2 


.2 


36242 


3 


us 


-09 


-949 


-016-12998 


Sequence 


12998, A 


c 


16 


48 


2 


.2 


36242 


3 


us 


-09 


-949 


-016-12999 


Sequence 


12999, A 


c 


17 


48 


2 


.2 


36242 


3 


us 


-09 


-949 


-016 -13000 


Sequence 


13000, A 




18 


47.8 


2 


.2 


2034 


3 


us 


-09 


-423 


-468A-12 


Sequence 


12 , Appl 




19 


47.8 


2 


.2 


2064 


3 


us 


-09 


-630 


-983A-4 


Sequence 


4, Appli 




20 


47.8 


2 


.2 


50000 


3 


us 


-09 


-662 


-254B-23 


Sequence 


23 , Appl 




21 


47.4 


2 


.2 


96845 


3 


us 


-09 


-949 


-016-13658 


Sequence 


13658, A 


c 


22 


46.4 


2 


.2 


23501 


3 


us 


-09 


-949 


-016-175 17 


Sequence 


17517, A 


c 


23 


45.8 


2 


.1 


3906 


3 


us 


-09 


-662 


-254B-60 


Sequence 


60, Appl 


c 


24 


45.8 


2 


.1 


50000 


3 


us 


-09 


-662 


-254B-26 


Sequence 


26, Appl 


c 


25 


45.4 


2 


.1 


601 


3 


us 


-09 


-949 


-016-179398 


Sequence 


179398, 




26 


45.4 


2 


.1 


832 


3 


us 


-09 


-621 


-976 -2813 


Sequence 


2813, Ap 


c 


27 


45.4 


2 


.1 


1359 


3 


us 


-09 


-543 


-681A-3702 


Sequence 


3702, Ap 




28 


45.4 


2 


. 1 


194537 


3 


us 


-09 


-949 


-016-12928 


Sequence 


12928, A 




29 


45.4 


2 


. 1 


201529 


3 


us 


-09 


-949 


-016-12740 


Sequence 


12740, A 


c 


30 


45.4 


2 


.1 


231129 


3 


us 


-09 


-949 


-016 -16110 


Sequence 


16110, A 


c 


31 


45.4 


2 


.1 


266293 


3 


us 


-09 


-949 


-016 -11934 


Sequence 


11934, A 




32 


45.2 


2 


.1 


87629 


3 


us 


-09 


-949 


-016 -152 62 


Sequence 


15262, A 




33 


45.2 


2 


.1 


87629 


3 


us 


-09 


-949 


-016-15263 


Sequence 


15263, A 




34 


45.2 


2 


.1 


87629 


3 


us 


-09 


-949 


-016 -152 64 


Sequence 


15264, A 




35 


45.2 


2 


.1 


87629 


3 


us 


-09 


-949 


-016 -15265 


Sequence 


15265, A 


c 


36 


44.8 


2 


.1 


65485 


3 


us 


-09 


-949 


-016 -13757 


Sequence 


13757, A 


c 


37 


44 . 8 


2 


. 1 


65552 


3 


us 


-09 


-949 


-016 -123 03 


Sequence 


12303, A 




38 


44.6 


2 


.1 


134499 


4 


us 


-09 


-531 


-120-192 


Sequence 


192, App 


c 


39 


44 . 2 


2 


.1 


1919 


3 


us 


-09 


-398 


-179-1 


Sequence 


1 , Appl i 




40 


44 . 2 


2 


.1 


1919 


3 


us 


-09 


-398 


-179 -2 


Sequence 


2 , Appl i 


c 


41 


44 . 2 


2 


.1 


52494 


3 


us 


-09 


-949 


-016 -164 98 


Sequence 


16498, A 




42 


44 . 2 


2 


.1 


53332 


3 


us 


-09 


-801 


-861-3 


Sequence 


3, Appli 




43 


44.2 


2 


.1 


53332 


3 


us 


-10 


-224 


-562 -3 


Sequence 


3 , Appl i 




44 


44.2 


2 


.1 


53332 


3 


us 


-10 


-786 


-065 -3 


Sequence 


3 , Appl i 


c 


45 


44.2 


2 


.1 


263693 


3 


us 


-09 


-949 


-016-12386 


Sequence 


12386, A 



ALIGNMENTS 



RESULT 1 

US-09-630 -983A-8 

; Sequence 8, Application US/09630983A 
; Patent No. 6630330 
; GENERAL INFORMATION: 

APPLICANT: Porro, Danilo 
; APPLICANT: Sauer, Michael 

; TITLE OF INVENTION: Ascorbic Acid Production from Yeast 

FILE REFERENCE: 2028.594000 
; CURRENT APPLICATION NUMBER: US/0 9/6 30 , 9 83 A 
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SCORE Search Results Details for Application 
10606302 and Search Result us-10-606-302a- 
8-rng, 

S core Home Retrieve A p plication SCORE System SCORE Comments / 

Page List Overview FAQ Su g g estions 

This page gives you Search Results detail for the Application 10606302 and Search Result us-10- 
606-302a-8.rng. 

start 

Go Back to previous p age 

GenCore version 5.1.9 
Copyright (c) 1993 - 20 06 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on : 



August 15 , 2006, 09:24:26 ; Search time 1205.07 Seconds 

(without alignments) 
12369.931 Million cell updates/sec 



Title : 

Perfect score: 
Sequence: 



US-10-606 -302A-8 
2138 

1 cccatgtctactatcccatt 



aaaatggtagaatcgtggtc 2138 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



5244920 seqs, 3486124231 residues 



Total number of hits satisfying chosen parameters: 



10489840 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



N_Geneseq_8 : 



1 

2 
3 
4 
5 
6 
7 
8 
9 
10 
11 
12 
13 
14 
15 



geneseqnl98 
geneseqnl99 
geneseqn2 00 
geneseqn200 
geneseqn2 00 
geneseqn2 00 
geneseqn2 00 
geneseqn2 00 
geneseqn2 00 
geneseqn20 
geneseqn20 
geneseqn20 
geneseqn20 
geneseqn20 
geneseqn20 



0s :* 

OS :* 
OS :* 
las - * 
lbs 
2as 
2bs 
3as 
3bs 
03 CS : 
03ds : 
04as : 
04bs : 
05s: * 
06S: * 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



» - 

o . 


Score 


Match 


T — i ^_ 

Length 


DB 


ID 


Description 


1 


213 8 


100 


.0 


213 8 


6 


ABK10 12 3 


Abkl012 3 Yeast cDN 


2 


1576.6 


73 


.7 


1591 


4 


AAF58 02 9 


Aaf58029 S cerevis 


-> 

3 


1576 . 2 


73 


.7 


1581 


6 


ABK10 12 2 


Abkl0l22 Yeast cDN 


4 


190.6 


8 


.9 


713 


6 


ABL60 14 2 


Abl60142 Fungi str 


5 


12 8.8 


6 


.0 


93 9 


13 


ADS4 71 04 


Ads47104 Bacterial 


6 


7 5.4 


3 


.5 


132 3 


2 


Tv tv m f 

AAT87 00 5 


TV _ T /"V I - rV\T <wk _ „ „ _ J 

Aat87 00 5 DNA encod 


n 

7 


7 3.8 


3 


.5 


132 3 


6 


ABK63 78 7 


Abk63 78 7 Rat seque 


8 


73.8 


3 


.5 


132 3 


10 


ADB5 84 24 


Adb584 24 ToxiCity- 


9 


73.8 


3 


.5 


132 3 


10 


ADB5 30 07 


Adb530 07 Primary r 


10 


73.8 


3 


.5 


132 3 


13 


TV T^m*~? ^ A "1 ^ 

ADT7 14 11 


Adt71411 Rat L-gul 


1 1 


7 3.8 


3 


.5 


212 0 


1 


Tl TV "k T f\ r\ A A f\ 

AAN92 44 0 


Aan92 44 0 DNA seque 


12 


73 . 8 


3 


.5 


2 12 0 


6 


ABK10 124 


Abkl012 4 Rat cDNA 


13 


6 0.2 


2 


.8 


668 


10 


ADD3 43 07 


Add3 4 3 07 Mouse mit 


14 


57.4 


2 


.7 


13 32 6 


6 


ABL33 712 


Abl33 712 Human imm 


15 


54.4 


2 


.5 


2000 


11 


ACL3 53 63 


Acl35363 Rice stre 


16 


54 


2 


.5 


2000 


8 


ADA71 93 8 


Ada71938 Rice gene 


17 


54 


2 


.5 


24259 


4 


AAS46 69 1 


Aas46691 Tumour su 


18 


53 


2 


.5 


183 0 


6 


ABL56 24 3 


Abl5624 3 AmEPV met 


19 


53 


2 


.5 


32392 


6 


ABL56 203 


Abl56 20 3 AmEPV gen 


20 


52 . 2 


2 


.4 


16258 


6 


ABK40 03 8 


Abk4 0 03 8 Human che 


21 


52 . 2 


2 


.4 


16258 


6 


ABL70376 


Abl70376 Chemicall 


22 


51.8 


2 


.4 


252 


3 


AAZ94 802 


Aaz94 80 2 Soybean m 


23 


51.8 


2 


.4 


8607 


6 


ABL92303 


Abl92 303 Chemicall 


24 


51.8 


2 


.4 


8607 


6 


ABL49372 


Abl49372 Human pol 


25 


51.6 


2 


.4 


844 7 


6 


ABN80093 


Abn80 09 3 Human che 


26 


51.2 


2 


.4 


9789 


2 


TV TV m A 1 f-\ f — jf\ 

AAT4 185 2 


Aat4185 2 cDNA en co 


27 


51 


2 


.4 


7903 


4 


AAS45403 


Aas45403 Chemicall 


28 


51 


2 


.4 


7903 


6 


ABL33 363 


Abl33 36 3 Human imm 


29 


51 


2 


.4 


7903 


6 


ABK28 24 8 


Abk2824 8 DNA trans 


30 


5 0.6 


2 


.4 


11976 


6 


ABL32 594 


Abl32 594 Human imm 


31 


50.4 


2 


.4 


6917 


6 


ABL34 23 4 


Abl34 23 4 Human imm 


32 


50.2 


2 


.3 


110000 


6 


ABA92 787_0 


Aba 92 78 7 Buchnera 


33 


50. 2 


2 


.3 


110000 


6 


ABA92 787_1 


Continuation (2 of 


34 


50 


2 


.3 


6467 


6 


ABN80168 


Abn8016 8 Human che 


35 


49.8 


2 


.3 


1001 


13 


ADQ810 86 


Adq810 86 Human phe 


36 


49.6 


2 


.3 


19965 


4 


AAK7316 6 


Aak7316 6 Human imm 


37 


49.6 


2 


.3 


19965 


6 


ABK69932 


Abk69 93 2 Human sec 


38 


49.6 


2 


.3 


33053 


6 


ABQ67006 


Abq67 00 6 Human ang 


39 


49.4 


2 


.3 


7432 


10 


ADB54208 


Adb542 08 Pretreate 


40 


49.4 


2 


.3 


7432 


13 


ADS8 95 08 


Ads89508 Oligonucl 


41 


49.4 


2 


.3 


11296 


6 


ABL32722 


Abl32 72 2 Human imm 


42 


49.2 


2 


.3 


6115 


6 


ABL33801 


Abl33801 Human imm 


43 


49.2 


2 


.3 


9524 


6 


ABK39994 


Abk39994 Human che 


44 


49.2 


2 


.3 


9524 


6 


ABL32839 


Abl32 83 9 Human imm 


45 


49.2 


2 


.3 


17213 


6 


ABL33482 


Abl33 48 2 Human imm 



ALIGNMENTS 

RESULT 1 
ABK10123 
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SCORE Search Results Details for Application 106 

Score Home Page Retrieve A p plication List SCORE System Overview SCORE FAQ Comments / Sug g 

This page gives you Search Results detail for the Application 10606302 and Search Result us-10-6( 
start 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic 
Run on: 



nucleic search, using sw model 
August 15, 2006, 09:51:39 ; 



Search time 12224 Seconds 
(without alignments) 
11184.560 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 



US-10-606 -302A-8 
213 8 

1 cccatgtctactatcccatt 



aaaatggtagaatcgtggtc 2138 



Scoring table: I DENT IT Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



6366136 seqs, 31973710525 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 



12732272 



Database : 



GenEmbl : 



1 : 




gb_env : 




2 




gb_pat : 


* 


3 




gb_ph : * 




4 




gb_pl : * 




5 




gb_pr : * 




6 




gb_ro : * 




7 




gb_sts : 


* 


8 : 




gb_sy : * 




9 : 




gb_un : * 




10: 


gb_vi : 




11: 


: gb_ov : 


* 


12: 


gb_htg 


. * 

• 


13 : 


: gb_in: 


* 


14 : 


: gb_om : 


* 


15: 


: gbjba : 


★ 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 
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Result Query 





XT 

NO . 


Score 


Match 


Lengtn 


DB 


ID 




Description 




1 


A 1 1 o 

2 13 o 


100 


.0 


A 1 ~\ o 

2 13 8 


rt 
2 


z^i rt rt i TTrtrt 

CS017 72 2 




CS017722 sequence 




2 


a i ^ o 

2 13 8 


100 


.0 


rt i -5 o 

2 13 8 


rt 

2 


Tin >i nc A£*o 

AR405 96 8 




AR405968 sequence 




3 


rt "1 "5 O 

213 8 


100 


.0 


213 8 


rt 
2 


AX374 95 5 




AX3 74 95 5 Sequence 




A 

4 


rt 1 "5 O 

213 8 


100 


.0 


rt 1 "5 O 

213 8 


4 


7\ rt A rt >1 rt 1 

AB00940 1 




AB009401 Saccnarom 


c 


r— 

5 


2 074.4 


97 


.0 


3214 8 


4 


rt rt *i rt c 

SC972 5 




Z46660 S.cerevisia 




6 


1967.6 


92 


.0 


a a a 
2 62 2 


4 


A/rtTTVI A A A A 

SCU4 0 39 0 




U40 3 90 saccnaromyc 




7 


1576.6 


73 


.7 


1591 


rt 

2 


AX077 30 5 




AX077305 sequence 




8 


1 rT/" rt 

1576.2 


73 


.7 


1581 


2 


>^ p /\ ^ rt *-7 rt rt 

CS017 72 0 




CS017720 Sequence 




rt 

9 


157 6 . 2 


73 


.7 


1581 


rt 
2 


7VA/1 AC A^' r 7 

AR4 05 96 7 




T\ Trt >| ^\ y^* ^T" f ^ yH. _-_ -1 * W» AW*m aW*± 

AR405967 sequence 




1 0 


1 C rt /- rt 

1576.2 


73 


.7 


1 bo 1 


rt 

2 


AX374 95 3 




AX3 74 95J sequence 




1 1 


1576.2 


73 


.7 


1 b 0 1 


/i 
4 


7\\7^"AO 1 rt A 

AY 6 93 12 0 




AY693120 saccnarom 




1 A 

1 2 


rt /" O /i 

/ D o . 4 


35 


.9 


1 1 f\ rt f\ f\ 
110 00 0 


4 


CR3 82 12 3_ 


14 


continuation (lb o 


c 


13 


756.6 


35 


.4 


■y -i rt rt rt rt 

110 00 0 


ji 
4 


CR380 954_ 


A ~i 

03 


Continuation (4 or 


c 


1 A 

14 


619.8 


29 


.0 


1 1 A f\ A A 


4 


ACAT/TOT O 

AE016 81 y_ 


1 A 

12 


/rt yfX.'V** 4~ rt 1 1 +— rt y^v >-rt. / T rt — . 

Loncinuation iu o 




1 5 


/I A rt /"" 

4 02.6 


18 


.8 


"5 rt £ A 

3 76 2 


4 


Ji n A 1 1 AAO 

AF 03122 8 




AF031228 canaiaa a 




16 


rt rt Jl rt 

334.2 


15 


.6 


1 1 rt I - 

118 5 


2 


AR54 8 03 5 




TV Trt ff* A rt rt. rt C a i- ^ ^, — 

AR548035 Sequence 


c 


1 7 


317 


14 


.8 


1 1 A A A A 

110 00 0 


A 

4 


/■in "> rt rt 1 "1 

CR3 82 13 3_ 


rt rt 

02 


Continuation (3 of 


c 


^ rt 

18 


294.2 


13 


.8 


^ rt rt rt /~ ^ 

103261 


4 


CR3 82 12 7_ 


rt rt 

22 


Continuation (23 o 




1 9 


T rt rt ^ 

19 0.6 


8 


.9 


rt T rt 

713 


2 


IV V yi /~ ^ rt >l rt 

AX461 04 0 




TV T-T y|/*^rt,y|rt rt ^ — , — . — — . 

AX4 6104 0 Sequence 




rt rt 

2 0 


t rt o rt 

12 8.8 


6 


.0 


A A 

93 9 


8 


T*l<rt *^ *^ 1 n rt "J 

DQ331 12 3 




DQ331123 Syntnetic 




rt ~t 

2 1 


T T rt y*~ 

119.6 


5 


.6 


110 00 0 


4 


7\ rt rt rt *l r- "1 

AP007 151 


32 


Continuation (33 o 




»"» rt 
2 2 


-| rt rt 

10 7.2 


5 


.0 


110 00 0 


15 


n7\rtrtrtrtrto 

BA00 00 28 


1 rt 
_1 7 


Continuation (18 o 


c 


O rt 

23 


^ rt r* ji 

10 5.4 


4 


.9 


36 484 


4 


SPAPB 1A10 




7VTC1rtC^"rt rt — . _v*"L-v ^ _ 

AL512562 S . pomoe c 




rt ji 

24 


84 


3 


. 9 


2 09 5 


13 


AK11 52 32 




T\ TJ* 1 T c rt rt rt /rt J — ^ ■ a_ 

AK115232 Ciona int 




25 


80 . 4 


3 


.8 


174 7 


11 


*» a rt rt rt ~\ rt 

AY03983 8 




tv ^ f /> rt rt rtrtrt yi. _ _ l J _ ^. Vfc J 

AY039838 Scyliorni 


c 


rt j-"* 

26 


78 


3 


.6 


105 521 


1 2 


TV St T rt ^ rt Jl 

AC12 10 64 




AC121064 Magnaport 




rt ^i 

2 7 


7 7 


3 


.6 


2192 


6 


n rt o rt rt rt ^ 

BC089 80 3 




T"V /rt rt rt rt rt rt rt Trt « ^ i— • • m w% — ^ 

BC089803 Rattus no 




rt rt 

28 


75.4 


3 


.5 


1323 


2 


tv rt rt rt rt >i 

A93824 




A93 824 Seqpaence 3 




rt rt 

2 9 


7 5.4 


3 


.5 


132 3 


6 


AY 4 53 06 4 




AY4 53 064 Mus muscu 




3 0 


7 5.4 


3 


.5 


2 23 5 


6 


n/rtrtrtrt rtrtrt 

BC028 82 2 




BC028822 MUS muSCU 




3 1 


7 5.4 


3 


.5 


2 24 0 


6 


rt/^rtrtrt 0 rt 0 

BC028 82 8 




BC028828 MUS IT1USCU 




3 2 


7 3.8 


3 


.5 


1323 


2 


7\ v vi rt rt A 1 O 

AX402 018 




AX4 02 018 sequence 




3 3 


7 3.8 


3 


.5 


1 1 0 rt 
212 0 


2 


/"I rt rt 1 A *7 A A 

CS 017 72 4 




CS017724 sequence 




34 


7 3.8 


3 


.5 


212 0 


2 


t~i rt "1 rt rt "1 

E0 192 3 




E0192 3 CDNA encoul 




rt 

3 5 


rt "> o 

7 3.8 


3 


.5 


1 1 0 rt 
212 0 


2 


7V T> A AC A ^ A 

AR4 05 96 9 




AR4 05 96 9 sequence 




3 6 


7 3.8 


3 


.5 


2 12 0 


2 


TV V T rt A rt c rt 

AX3 74 95 7 




tv rt >t rt rr ^t ^ • y-»s 

AX3 74 95 7 sequence 




3 7 


7 3.8 


3 


.5 


rt ^ rt rt 

212 0 


6 


RATFLAVIN 




J03 53 6 Rat L-gulon 




38 


ri ~\ rt 

73.8 


3 


.5 


222 7 


6 


>^ rt ^ rt rt l~ 

BC019 85 6 




B CO 19856 Mus muscu 




39 


71.6 


3 


.3 


1976 


11 


BC084892 




BC084892 Xenopus 1 




40 


69.6 


3 


.3 


2023 


4 


AB024527 




AB024527 Nicotiana 




41 


68. 8 


3 


.2 


110000 


15 


AE016877 


_06 


Continuation (7 of 




42 


68. 6 


3 


.2 


1951 


4 


AB048530 




AB048530 Nicotiana 




43 


67. 8 


3 


.2 


2127 


14 


BC102936 




BC102936 Bos tauru 


c 


44 


64 . 4 


3 


.0 


110000 


12 


PFMAL8P1 


_06 


Continuation (7 of 


c 


45 


63 . 4 


3 


.0 


206154 


11 


BX465837 




BX465837 Zebrafish 



ALIGNMENTS 



RESULT 1 
CS017722 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 



CS017722 2138 bp DNA 

Sequence 8 from Patent EP1498489. 
CS017722 

CS01772 2. 1 GI: 59 8910 83 

Saccharomyces cerevisiae (baker's yeast) 
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